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<L70> Patentln version 3.1 

<210> 1 

<211> 1812 

<212> DNA 

<213> petunia 



<4 00> 1 
ctttctacta 


gctacttcgt 


tatatatatg taaaattgtg actttgaaaa tcatttaaat 


60 


tatcataagg 


ttcattttat 


cttgatcaaa atatttactt 


cggccatata 


cgttttcctt 


120 


tagteatgat 


gctacfctact 


gagctfcggtg cagcaacttc 


aatctttcta 


atagcacaca 


180 


taatcatttc 


aactcttatt 


tcaaaaacta ccggooggca 


tctaccgccg gggcaaagag 


240 


ggtggccggt 


gatcggagca 


cttccacttt taggagccat 


gccacatgtt 


tccttagcta 


300 


aaatggcaaa 


aaaatatgga 


gcaatcatgt atctcaaagt 


tggaacatgt 


ggcatggcag 


360 


ttgattctac 


ccotgatgct 


gctaaagcat tcttgaaaac 


acttgatatc 


aacttctcca 


420 


atcgtccacc 


taatgcaggt 


gccactcact tagcttataa 


tgctcaagac 


atggtttttg 


480 


cacattatgg 


accacgatgg 


aagttgctaa ggaaattaag 


caacttgcat 


atgctagggg 


540 
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gaaaagcctt 


agagaattgg 


gcaaatgttc gtgccaatga 


getagggcac atgctaaaat 


600 


caatgtccga 


tatgagtcga 


gagggccaga gggttgtggt 


ggcggagatg ttgacatttg 


660 


ccatggq:caa 


tatgatcgga 


caagtgatga taagcaaaag 


agtatttgta 


gataaaggtg 


720 


ttgaggtaaa 


tgaatttaag 


gacatggttg tagagttaat 


gacaatagca 


gggtatttca 


780 


acattggtga 


ttttattcct 


tgtttagctt ggatggattt 


acaagggata 


gaaaaacgaa 


840 


tgaaacgttt 


acataagaag 


tttgatgctt tattgacaaa 


gatgtttgat 


gaacacaaag 


900 


caacfcaceta 


tgaacgtaag 


gggaaaccag attttcttga 


tgttgttatg 


gaaaatgggg 


960 


acaattctga 


aggagaaaga 


ctcagtacaa coaacatcaa 


agcacttttg 


ctgaatttgt 


1020 


tcacagctgg 


tacjggacact 


tattctegtg caatagaatg 


ggcacttgca 


gaaatgatga 


1080 


agaaccctgc 


cattttgaaa 


aaagcacaag cagaaatgga 


tcaagtcatt 


ggaagaaata 


1140 


ggcgtttact 


cgaatccgat 


ateccaaatc tcccttacct 


ccgagcaatt 


tgcaaagaaa 


1200 


catttcgaaa 


acacccttct 


acaccattaa atcttcctag 


gatctcgaac 


gaaccatgca 


1260 


tagtcgatgg 


ttattacafca 


ccaaaaaaca ctaggcttag 


tgttaaeata tgggcaattg 


1320 


gaagagatce 


ccaagtttgg 


gaaaatccac tagagtttaa 


tccogaaaga ttcttgagtg 


1380 


gaagaaactc 


caagattgat 


cctcgaggga acgattttga 


attgatacca tttggtgctg 


1440 


gacgaagaat 


ttgtgcagga 


acaagaatgg gaattgtaat 


ggtggaatat 


atattaggaa 


1500 


ctttggttca 


ttcatttgat 


tggaaattac caagtgaagt 


tattgagttg aatatggaag 


1560 


aagcttttgg 


cttagctttg 


cagaaagctg tccctcttga 


agctatggfct 


actccaaggt 


1620 


tacaattgga 


tgtttatgta 


ccatagctat agatgtgtat 


tgtgctataa 


ttgcgcatgt 


1680 


tgttggttgt 


agcatgagat 


attaaaagga gtacatgaag 


cgeattgcat 


gagtttaact 


1740 


tgtagctcct 


taatatttta 


ggtattttta aattaataag 


ttcttgttgg ttgggtaaaa 


1800 


aaaaaaaaaa 


aa 








1812 



<210> 2 

<211> 506 

<212> PRT 

<213> petunia 

<400> 2 



Met Met Leu Leu Thr Glu Leu Gly Ala Ala Thr 
15 10 



Ser He Phe Leu He 
15 
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Ala His lie lie II© Ser Thr Leu lie Ser Lys Thr Thr Gly Arg His 
20 25 30 



Leu Pro Pro Gly Pro Arg Gly Trp Pro Val lie Gly Ala Leu Pro Leu 
35 . 40 45 



Leu Gly Ala Met Pro His Val Ser Leu Ala Lys Met Ala Lys Lys Tyr 
50 55 60 



Gly Ala lie Met Tyr Leu Lys Val Gly Thr Cys Gly Met Ala Val Ala 
65 70 75 80 

« 

Ser Thr Pro Asp Ala Ala Lys Ala Phe Leu Lys* Thr Leu Asp lie Asn 
85 . 90 95 

Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Thr His Leu Ala Tyr Asn 
100 105* 110 



Ala Gin Asp Met Val Phe Ala His Tyr Gly Pro Arg Trp Lys Leu Leu 
115 120 125 



Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Glu Asn 
130 135 140 

Trp Ala Asn Val Arg Ala Asn Glu Leu Gly His Met Leu Lys Ser Met 
145 150 155 160 

Ser Asp Met Ser Arg Glu Gly Gin Arg Val Val Val Ala Glu Met Leu 
165 170 175 

Thr Phe Ala Met Ala Asn Met lie Gly Gin Val Met Leu Ser Lys Arg 
180 1B5 190 

Val Phe Val Asp Lys Gly Val Glu Val Asn Glu Phe Lys Asp Met Val 
19$ 200 205 

Val Glu Leu Met Thr lie Ala Gly Tyr Phe Asn lie Gly Asp Phe lie 
210 215 220 



Pro Cys Leu Ala Trp Met Asp Leu Gin Gly lie Glu Lys Arg Met Lys 
225 230 235 240 
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Arg Leu His Lys Lys Phe Asp Ala Lea Leu Thr Lys Met Phe Asp Glu 
24 5 " 2S0 255 



His Lys Ala Thr Thr Tyr Glu Arg Lys Gly Lys Pro Asp Phe Leu Asp 
260 265 270 



Val Val Met Glu Asn Gly Asp Asn Ser Glu Gly Glu Arg Leu Ser Thr 
275 280 285 



Thr Asn lie Lys Ala Leu Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
290 295 300 



Thr Ser Ser Ser Ala lie Glu Trp Ala Leu Ala Glu Met Met Lys Asn 
305 310 315 320 



Pro Ala lie Leu Lys Lys Ala Gin Ala Glu Met Asp Gin Val lie Gly 
325 330 335 



Arg Asn Arg Arg Leu Leu Glu Ser Asp lie Pro Asn Leu Pro Tyr Leu 
340 345 350 

Arg Ala He CyS Lys Glu Thr Phe Arg Lys His Pro Ser Thr Pro Leu 
355 360 365 

Asn Leu Pro Arg lie Ser Asn Glu Pro Cys lie Val Asp Gly Tyr Tyr 
370 375 380 

He Pro Lys Asn Thr Arg Leu Ser Val Asn He Trp Ala lie Gly Arg 
385 390 395 400 

Asp Pro Gin Val Trp Glu Asn Pro Leu Glu Phe Asn Pro Glu Arg Phe 
405 410 415 

Leu Ser Gly Arg Asn Ser Lys He Asp Pro Arg Gly . Asn Asp Phe Glu 
420 425 430 

Leu He Pro Phe Gly Ala Gly Arg Arg He Cys Ala Gly Thr Arg Met 
435 440 445 

Gly He Val Met Val Glu Tyr He Leu Gly Thr Leu Val His Ser Phe 
450 455 460 
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Asp Trp Lys lieu Pro Ser Glu Val lie Glu Leu Asn Met Glu Glu Ala 
465 470 475 480 

Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Glu Ala Met Val Thr 



<210> 3 
<211> 1756 
<212> DNA 
<213> petunia 

<4 0a> 3 

ttgaatccag ctctatctgg ctttagacaa tggtgctact tagtgagctt gctgcagcaa 60 

ccttaatctt tctaacaaca catatcttca tttcaactct tctttctata actaaecrgcc 120 

ggcgtctocc gceagggcca agagggtggc cggtgatcgg agcacttcca cttttaggag 180 

ccatgeeaca tgtttcctta gctaaaatgg caaaaaaata tggagcaatc atgtatctca 24 0 

aagttggaac gtgtggcatg gtagttgctt ctacccctga tgctgctaaa gcgttcttga 300 

aaacacttga tctcaacttc tccaatcgtc cacctaatgc aggtgccacc cacttagcct 360 

atggtgctca agacatggtt tttgcacatt atggaccaag atggaagttg ctaaggaaat 420 

taagcaactt acatatgcta ggggggaaag ccttagaaaa ttgggcaaat gttcgtgcca 480 

atgagctagg acacatgcta aaatcgatgt ttgatatgag cagagaaggg gagagagttg 540 

tggtggcgga gatgttgaca tttgccatgg cgaatatgat cggacaggtg atacttagca 600 

aaagagtatt tgtaaataaa ggtgttgagg taaatgaatt taaggaaatg gtggtagagt 6^0 

taatgacaac agcagggtat tttaacattg gtgattttat tccttgttta gcutggatgg 720 

atttacaagg gatagaaaaa ggaatgaaac gtttacataa gaagtttgat gctttattga 780 

caaagatgtt tgatgaacao aaagcaaqta gctatgaacg taaggggaaa ccagatttrc 84 0 

ttgattgtgt tatggaaaat agggacaatt ctgaaggaga aaggctcagt acaaccaaca 900 

tcaaagcact cttgctgaat ttgttcacag ctggtacaga cacttcttct agtgcaatag 960 

aatgggcact tgcagagatg atgaagaacc ctgccatttt aaagaaagca caaggagaaa 1020 

tggatcaagt cattggaaac aataggcgte tgctcgaatc ggatatccca aatctccctt 1080 

acctccgagc aatttgcaaa gaaacatttc gaaagcaccc ttctacacca ttaaatctcc 1140 

ctaggatctc gaacgaacca tgcattgtcg atggttatta cataccaaaa aacactaggc 1200 
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ttagtgttaa 


catatgggca 


attggaagag atcccgaagt 


ttgggagaac caactagagt 


1260 


tttatcctga 


aaggttottg agtggaagaa actcgaagat 


tgatcctega 


gggaacgact 


1320 


ttgaattgat 


accatttggt 


gctggacgaa gaatttgtgc 


agggacaaga 


atgggaatcg 


1380 


taatggtgga 


atatatatta 


ggaactttgg tccattcatt 


tgattggaaa 


, ttaccaagtg 


1440 


aagttattga 


gctaaatatg 


gaagaagctt ttggattagc 


tttgcagaaa 


gctgtccctc 


1500 


ttgaagctat 


ggttactcca 


aggctgccta ttgatgttta 


tgcaccttta 


gcttgaaaea 


1560 


tgcctttacg 


ttggttteag ttttgggtag tataatgttg 


tggtgtttgg 


Ctatagaaat 


1620 


attaataaat 


gctagtatct 


tgaaggogcg tgcaggggga 


gggggttgtc 


ttagatagta 


1680 


gtaatatgtt 


agccttcctt 


ttatfctcttg tgattgtgag 


aatcttgata tgttttcttg 


174 0 


gaaaaaaaaa 


aaaaaa 








1756 



<210> 4 

<211> S08 

<212> PRT 

<213> petunia 

<40O> 4 

Mot Val Leu Leu S©r Glu Leu Ala Ala Ala Thr Leu lie Phe Leu Thr 
1 5 10 15 

Thr His lie Phe lie Ser Thr Leu Leu Ser lie Thr Asn Gly Arg Arg 
20 25 30 



Leu Pro Pro Gly Pro Arg Gly Trp Pro Val He Gly Ala Leu Pro Leu 
35 40 45 

Leu Gly Ala Met Pro His Val Ser Leu Ala Lys Met Ala Lys Lys Tyr 

50 55 60 

Gly Ala lie. Met Tyr Leu Lys Val Gly Thr Cys Giy Met Val Val Ala 
€5 70 75 , 80 

Ser Thr Pro Asp Ala Ala Lys Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 95 

Phe Ser Asn Arg Pro Pro Asn Ala Gly . Ala Thr His Leu Ala Tyr Gly 
100 105 110 
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Ala Gin Asp Mat Val Phe Ala His Tyr Gly Pro Arg Trp Lys Leu Leu 
115 120 X25 



Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Glu Asn 
130 135 140 

Trp Ala Asn Val Arg Ala Asn Glu Leu Gly His Met: Leu Lys Ser Met 
14S 150 155 160 



Phe Asp Met Ser. Arg Glu Gly Glu Arg Val Val Val Ala Glu Met Leu 
165 170 175 



Thr Phe Ala Met Ala Asn Met lie Gly Gin Val He Leu Ser Lys Arg 
180 165 190 



Val Phe Val Asn Lys Gly Val Glu Val Asn Glu Phe Lys Asp Met Val 
195 200 205 



Val Glu Leu Met Thr Thr Ala Gly Tyr Phe Asn He Gly Asp Phe He 
210 215 220 



Pro Cys Leu Ala Trp Met Asp Leu Gin Gly lie Glu Lys Gly Met Lys 
225 230 235 ~ 240 

Arg Leu His Lys Lys Phe Asp Ala Leu Leu Thr Lys Met Phe Asp Glu 
245 250 *" 255 



His Lys Ala Thr Ser Tyr Glu Arg Lys Gly Lys Pro Asp Phe Leu Asp 
260 265 " * 270 



Cys Val Met Glu Asn Arg Asp Asn Ser Glu Gly Glu Arg Leu Ser Thr 
• 275 280 285 



Thr Asn He Lys Ala Leu Leu Leu Asn Lou Phe Thr Ala Gly Thr Asp 
. 290 295 300 



Thr Ser Ser Ser Ala lie Glu Trp Ala Leu Ala Glu Met Met Lys Asn 
305 310 315 320 



Pro Ala lie Leu Lys Lys Ala Gin Gly Glu Met Asp Gin Val He Gly 
325 330 335 
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Asn Asn Arg Arg Leu Leu Glu Ser Asp He Pro Asn Leu Pro Tyr Leu 
340 345 350 

Arg Ala Xle Cys Lys Glu Thr Phe Arg Lys His Pro Ser Thr Pro Leu 
355 360 365 

Asn Leu Pro Arg He Ser Asn Glu Pro Cys He Val Asp Gly Tyr Tyr 
370 375 .380 

He Pro Lys Asn Thr Arg Leu Ser Val Asn He Trp Ala He Gly Arg 
385 390 395 400 

Asp Pro Glu Val Trp Glu Asn Pro Leu Glu Phe Tyr Pro Glu Arg Phe 
405 410 415 

Leu Ser Gly Arg Asn Ser Lys He Asp Pro Arg Gly Asn Asp Phe Glu 
420 425 430 

Leu Xle Pro Phe Gly Ala Gly Arg Arg He Cys Ala Gly Thr Arg Met 
435 440 445 

Gly He Val Mel: Val Glu Tyr He Leu Gly Thr Leu Val His Ser Phe 
450 455 460 

Asp' Trp Lys Leu Pro Ser Glu Val He Glu Leu Asn Met Glu Glu Ala 
465 470 475 480 

Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Glu Ala Met Val Thr 
485 " 490 495 

Pro Arg Leu Pro He Asp Val Tyr Ala Pro Leu Ala 
500 505 

<210> 5 
<T211> 2934 
<212> DMA 
<213> rosa 

<400> 5 

aagcttcagc aagagttgaa gaaataggga cagagccate catgtgcttt gatgaatctg 60 

atgggataca aaatgtgaaa gattcaottg ctgatttatc cagaatttct tcatatagtg 120 

aggagaatgt tgaaagatct aatgatgagc actctgttaa actagacgga attcatgtgc 180 

agcacgagtg tcatgagggc agtgaagaag acaaacctga tggtaagagc ggtgagaatg 240 
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cagttgatct 


ggctaatcat 


ggcatggctc gaactgattt 


ttgtcagata 


acagaagaga 


300 


ttgagaatgg 


agtagtcatc 


actgagatga gcaacattgc eaacrcctgat 


aaaactgata 


. 360 


ttccaaacgg 


ggtgcctcaa 


aatgagactg atgatggatt 


taafcaacact 


caggatgatg 


420 


ctaatacaaa 


ggaagtgaca 


gaagagaatt ctgacagacg 


tgcgaaggaa 


gtgacagaag . 


480 


agaattctga 


caaagatgtt 


ttgaagaata tcottgaatt 


ctcacgtgct 


tcttctgtgg 


540 


tggattttga 


aattccagtg 


ttggatgtga aatttacttc tcttgaaagt 


tgcagfegcea 


600 


cttgttctct 


tgcagccctt 


t'tgtatgaat cgceggaatc 


aatgactgaa 


gcaccttgtg 


660 


tgaggcaaat 


tgatgatgtg 


cccccggttg gtgaggagtc 


tagcttgatt 


ttggtggaag 


720 


atcgggagcc. 


ggttggtcct 


actcctgatg gtaatttttc 


tgtggatatg 


g^tt aetata 


780 


gtgtagcaga 


acctttgagc 


acatgggatg cgaatctgca gtgtgaaaea 


teaaatagee 


- 840 


atgagacttt 


tgctgcaagt 


ctcatttgat agcttctgtg 


ttaataactt 


tgttagtctg 


900 


taqataaatt 


tgtctagaca 


agaattggtc gtgtactatc. gtgtgttttt 


gccgtgcttt 


960 


agtaetcatg 


aaccaattca 


gagaaaactg gctgcatatt 


ttgaggagtc 


tctgaattct 


1020 


tcaatgctca 


acfcggtatgc 


atgtaggtgg catatcactt 


cagggattct 


tctattcttt 


1080 


aactfctacgc 


atcttgacat 


tttgtatata acaaaatcag 


gtctattggg 


tgaaagtaat 


1140 


tggctagaat 


ggaaagctct 


acggttttac cgcaggtcaa 


ttttcatagc 


tccacaagtg 


1200 


eattgaaaat 


gctcataggc 


tttatgtttg tcctccacct 


ctggcgacga 


tgtttgttgg 


1260 


ggagttaact 


caaacctacc 


accaaactcg aacccatctt 


ccataattta 


taatacaaat 


1320 


ttgcgatcat 


ttgttcatcc 


aattattgtg acactcggct 


accacccaaa 


atateggtea * 


1380 


cagacccaaa 


cgtattgtga 


caacaaatcg tgtctctcgc 


attaaacaca 


gctagaaaga 


1440 


agagttgaac 


ccacaattcg 


agaaceeact acctatgtac 


gaagtcatga 


gttcgagtca 


1500 


ccataggggt 


agaagtgaaa 


tcatttgate atctttaaag aaataaaagg 


aagagttgaa 


1560 


cccacaattg 


getcttgtcc 


caaaaagaac taatagttca 


gtgcaccgac 


gtgtatttgc 


1620 


accgacataa 


atggattgtt 


agattatatt aaatacactc ttaggttatt 


aataaaaata 


1680 


ttaattataa 


atatcaaaag 


ttgagatcat cttataaatg 


ttgggtcagt 


tacaccgtcg 


1740 


gtgcatagaa 


taatttccaa 


actatataat agccttcatt 


ttctgattta 


gctcatggga 


1800 


catgattgct 


ataaataatt 


gtactcgtag aggcatactt 


gtgtcttttt 


atacagttgt 


1860 


actgaagctc 


agaaaagttt 


atgaaggtga gaactgagaa gggcaaggca 


tttggtagtt . 


1920 
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gaggtatatg 


agagcatgaa 


ccccatgcat tgeagetacc acctctcttt tttccttctt 


1980 


cccatacaaa 


taaaaccaac 


tcttctcacc taagtctatc atctttattt atggcagctc 


2040 


ttgcttaatt 


agctcatcta 


tattatatta tttatctata atatgtgtca ctctgtctac 


2100 


ctaccagccc 


aaaataaaac 


tgataatagfc caatttgatg atattttttg ttttttgttt 


2160 


tgttttgtct 


tttttgtatt 


gattttttta aaattaaaat gacttcattt tttgtttttg 


2220 


tttttttttc 


tatttttttt 


tatagaaaaa ttggcaaact ttcattatct gttattgatg 


2280 


acaattaagc 


cattaaaacc 


tataattaat tatctttcaa ttcgagtaaa tttaaaacgg 


2340 


tataaaatta 


aaatatgatc 


atafctct taa atcraataaaa ctcacttaat aataataata 


2400 


cfcfcgaatcac 


atctaccraa c 


ataaattctt trtcafcccacrfc ctaaccatat fcfctraatatafc 


2460 


aaacrtttaat 

^ la* V-J WWW ^ V* ^ 


tatggttatg 


tctttatcca cattttcrcrtt tataaataaa tcrfccrcaaciciiT 


2520 


aggtatggta 


ctgttgctot 


atcaaattca agtttgaatt aaaagaaaaa aaaaaagacg 


2580 


atattttgtg 


cgctttgttt 


ggtaggtaaa acgagagaac aaacgcattc caaatcatgc 


2640 


ggattttgat 


cggcaacaca 


caccacaaaa. aaccgtacac gatgcacgtg ccatttgccg 


2700 


ggggtttcta 


acaaggtaat 




£ r OU 


cccttctcaa 


actcettttc 


catgtatata tacaacccct tttctcagac cattatattc 


2820 


taacattttt 


gctttgctat 


tgtaacgcaa caaaaactgc tcattccatc cttgttcctc 


2880 


cccattttga 


tcttctctcg 


acccttctcc gagatgggta ccgagctcga afctc 


2934 


<210> 6 
<2U> 24 
<212> DNA 
<213> petunia 






<400> 6 

gttctcgagg aaagataata 


caat 


24 



<210> 7 

<211> 20 

<212> DNA 

<213> petunia 

<400> 7 

caagatcgta ggactgcatg 20 

<210> 8 

<211> 20 

<212> DMA 

<213> chrysanthemum 
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<400> 8 

gttaaggaag ccatgggtgt . 20 

<210> 9 
<2ll> 1648 
<212> DNA 
<213> viola 

<4 00> 9 

agccaatatg gcaattccag tcactgacct tgctgtcgcg gttatccttt tcttgatcac €0 

tcgcttcata gttcgttctc ttttcaagaa accaaccgga ccgctcccgc cgggtecttc 120 

aggctggccc ttggtgggcg cgctccctct cctaggcgcc atgcctcacg tcacactagc 180 
caacctcgct aaaaaatacg gtccgatcat gtacctaaaa atgggcacgt gcgacatggt . 24a 

ggtcgcgtcc aatcccgact cggctogagc cttcctcaaa accctagacc tcaacttctc 300 

cgaccgcccg cccaacgccg gcgccaccca tttggcgtac ggcgcgeagg acttggtctt 360 

cgegaagtac ggtccaaggt ggaagaccct aagaaaattg agcaacctcc acatgctagg 420 

cgggaaggcg ctggacgatt gggctcacgt gagggctaac gagctaggcc acatgcttaa 480 

cgccatgtgc gaggcgagco ggtgcggaga gcccgtggtg ctggccgaga tgctcacgta 540 

cgccatggcc aacatgatcg gtcaagtgat actgagtcgg cgcg-tgttcg tcaccaaagg 600 

gacagagtcg aacgagttca aagatatggt ggtcgagttg atgacttccg cggggtattt 660 

caacattggt gacttcatac cgtcgattgc ttggatggat ttgcaaggga tcgagcgagg 720 

gatgaagaaa ttgcacacga aattcgatgt tttgttgacg aagatgatga aggagcacag 780 

agcgacgagt catgagcgcg aagggaaatc ggatttcctc' gacgtcctct tggaagaatg 840 

cgagaataca aatggcgaga agcttaatgfc taccaacgtc aaagctfgtco tcttgaactt 900 

attcacggcg ggtacggaca catcttcaag cataatcgaa tgggcgttaa ccgaaatgat 960 

gaagaatccg acg«cfctaa aaaagaccca agaagagatg gatcgagtca tcggtcgcga 1020 

tcggagattg ctcgaatccg acgtttcgaa actcccgtat ttacaagcca tagcgaaaga 1080 

aacatatcgt aaacacccet cgacacctct aaacctgccg aggattgcga tccaagcatg 1140 

tgaagttgat ggertactaca tceccaaaga cacgaggctt agcgtcaaca tttgggcgat 1200 

cggtcgggac ccaagtgttt gggagaatcc atcggagttc tcgcctgaaa gattcttgtc 1260 

tgaggagaat gggaagatca gtccaggcgg gaatgatttt gagctgattc cgtttggagc 1320 

agggaggaga atttgtgctg ggacaaggat gggaatggtc cttgtaagtt atattttggg 1380 
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cactttggtc cattcttttg attggaaatt accaaatggg gtcagtgaga ttaaoatgga 1440 

tgagagtttt gggcttgcgt tgcaaaaggc cgtgcctctc tcggctacgg tcagtccacg XSOO 

attggcccca agcgcgtacg ttatatgagc tgatgggetg ggcctgag.ca caaacatatt 1560 

gggtgtgttt tatctgtaat ttttaatatt ataaagtteg taattttgta tttatggtta 1620 

attatgagtt aaaaaaaaaa aaaaaaaa 1648 

<210> X0 

<211>' 506 

<212> PRT 

<213> viola 

<400> 10 

Met Ala lie Pro Val Thr Asp Leu Ala Val Ala Val lie Leu Phe Leu 
1 5 10 15 

lie Thr Arg Phe Leu Val Arg Ser Leu Phe Lys Lys Pro Thr Gly Pro 
20 25 30 

Leu Pro Pro Gly Pro Ser Gly Trp Pro Leu Val Gly Ala Leu Pro Leu 
35 40 45 

Leu Gly Ala Met Pro His Val Thr Leu Ala Asn Leu Ala Lys Lys Tyr 
SO 55 60 

Gly Pro lie Met Tyr Leu Lys Wet Gly Thr Cya Asp Met Val Val Ala 
« 70 75 80 

Ser Thr Pro Asp Ser Ala Arg Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 95 

Phe Ser Asp Arg Pro Pro Asn Ala Gly Ala Thr His Leu Ala Tyr Gly 
100 105 no 

Ala Gin Asp Leu Val Phe Ala Lys Tyr Gly Pro Arg Trp Lys Thr Leu 
115 120 125 

Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Asp Asp 
130 135 140 

Trp Ala His Val Arg Ala Asn Glu Leu Gly His Met Leu Asn Ala Met 
145 . 150 155 160 
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Cys Glu Ala Ser Arg Cys Gly Glu Pro Val Val Leu Ala Glu Met Leu 
165 170 17S 



Thr Tyr Ala Met Ala Asn Met lie Gly Gin Val lie Leu Ser Arg Arg 
180 185 190 



Val Phe Val Thr Lys Gly Thr Glu Ser Asn Glu Phe Lys Asp Met Val 
195 200 205 



Val Glu Leu Met Thr Ser Ala Gly Tyr Phe Asn He Gly Asp Phe He 
210 215. . 220 



Pro Ser He Ala Trp Met Asp Leu Gin Gly He Glu Arg Gly Met Lys 
225 1 230 235 240 



Lys Leu His Thr Lys Phe Asp Val Leu Leu Thr Lys Met Met Lys Glu 
245 250 255 



His Arg Ala Thr Ser His Glu Arg Glu Gly Lys Ser Asp Phe Leu Asp 
260 265 270 



Val Leu Leu Glu Glu Cys Glu Asn Thr Aen Gly Glu Lys Leu Asn Val 
. 275 280 285 



Thr Asn Val Lys Ala Val Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
290 295 300 



Thr Ser Ser Ser lie He Glu Trp Ala Leu Thr Glu Met Met Lys Asn 
305 310 315 320 



Pro Thr lie Leu Lys Lys Thr Gin Glu Glu Met Asp Arg Val He Gly 
325 330 335 



Arg Asp Arg Arg Leu Leu Glu Ser Asp Val Ser Lys Leu Pro Tyr Leu 
340 345 350 



Glh Ala He Ala Lys Glu Thr Tyr Arg Lys His. Pro Ser Thr Pro Leu 
355 360 365 



Asn Leu Pro Arg He Ala He Gin Ala Cys Glu Val Asp Gly Tyr Tyr 
.370 375 380 
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Ile Pro Lys Asp Thr Arg Leu Ser Val Asn He Trp Ala He Gly Arg 
385 390 395 400 

Asp Pro Ser Val Trp Glu Asn Pro Ser Glu Phe Ser Pro Glu Arg Phe 
405 410 415 

Leu Ser Glu Glu Asn Gly Lys He Ser Pro Gly Gly Asn Asp Phe Glu 
420 425 430 . 

Leu He Pro Phe Gly Ala Gly Arg Arg He Cys Ala Gly Thr Arg Met 
435 440 445 

Gly Met Val Leu Val Ser Tyr He Leu Gly Thr Leu Val His Ser Phe 
450 455 460 

Asp Trp Lys Leu Pro Asn Gly Val Ser Glu He Asn Met Asp Glu Ser 
465 470 475 480 



Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Ser Ala Thr Val Ser 
485 490 495 



Pro Arg Leu Ala Pro Ser Ala Tyr Val He 

505 





500 


<210> 


11 


<211> 


1782 


<212> 


DMA 


<213> 


viola 


<220> 




<221> 


raise feature 


<222> 


(307) ♦ , (307) 


<223> 


n = any nucleotide 


<4 00> 


11 



bgacaacatg gcaattctag tcaccgactt cgttgtcgcg gctataattt tcttgatcac 60 

teggttctta gttcgttctc ttttcaagaa accaaeocga ccgctccccc cgggtcctct 120 

cggttggccc ttggtgggcg cectccotct cctaggcgcc atgcctcacg tcgcactagc 180 

caaactcgct aagaagtatg gtccgatcat gcacctaaaa atgggcacgt gcgacatggt 240 

ggtcgcgtcc acccccgagt cggctcgagc cttcctcaaa acgctagacc tcaacttctc 3.00 

caaccgncca cccaacgcgg gcgcatccca cctagcgtac ggegegcagg acttagtctt 360 

cgccaagtac ggtccgaggt ggaagacttt aagaaaattg agcaacctcc acatgetagg 420 
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cgggaaggcg 


ttggatgatt 


gggeaaatgt 


gagggtoacc 


gagctaggcc acatgcttaa 




agccatgtgc 


gaggcgagcc 


ggtgcgggga 


gcccgtggt.g 


ctggccgaga tgctcacgta' 


340 


cgccatggcg 


aaaatgatcg 


gtcaagtgat 


actcagccgg 


cgcgtgttcg tgaccaaagg 


600 


gaccgagtct 


aacgagttca 


aagacatggt 


ggtcgagttg 


atgacgtccg ccgggtactt 


660 


caacatcggt 


gaottcatac 


cctcgatcgc 


TXggatggat 


ttgcaaggga tcgagcgagg 


720 


gatgaagaag 


ctgcacacga 


agtttgatgt 


gttattfcacg 


aagatggtga aggagcatag 


780 


agcgacgagt 


catgagcgca- 


aagggaaggc 


agatttcctc 


gacgttctct tggaagaatg 


B40 


cgacaataca 


aatggggaga 


agcttagtat 


taccaatatc 


aaagctgtcc ttttgaatet 


900 


attcacggcg 


ggcacggaca 


catottcgag 


cat a at eg a a 


•tgggcgttaa oggagatgat 


960 


caagaatccg 


acgatcttaa 


aaaaggcgca 


agaggagatg 


ga~tcgagtca tcggtcgtga 


1020 


tcggaggctg. 


ctcgaategg 


acatatcgag 


cctcccgtac 


ctacaagcca ttgctaaaga 


1080 


aacgtatcgc 


aaacacccgt 


cgacgcctct 


caacttgccg 


aggattgcga tccaagcatg 


1140 


tgaagttgat: 


ggctactaca 


tccctaagga 


cgcgaggctt 


agcgtgaaca tttgggcgat 


1200 


cggtcgggac 


ccgaatgttt- 


gggagaatcc 


gttggagttc 


ttgccggaaa, gattcttgtc 


1260 


tgaagagaat 


gggaagatca atcccggtgg 


gaatgatttt 


aagctgattc cgtttggagc 


1320 


cgggaggaga 


atttgtgcgg 


ggacaaggat 


gggaatggtc 


cttgtaagtt atattttggg 


1380 


cactttggtc 


cattcttttg attggaaatt 


accaaatggt 


gtcgctgagc ttaatatgga 


144b 


tgaaagtttt 


gggcttgcat 


tgcaaaaggc 


cgtgccgctc 


tcggccttgg tcagcccacg 


1500 


gttggcctca 


aacccgtacg caacctgagc 


t aa t cf a ere*fc o 


yyv^uoy lui^ Ly y y t-ii^VLr 


J.3CU 


aatttagaga 


cttttgtgtt ttaaggtgtg 


tactttatta 


attgggtgct taaatgtgtg 


1620 


ttttaatttg 


tatttatggt: 


taattatgac 


tttattgtat 


aattatttat ttttCCCttc 


1680 


tgggtatfctt 


atccarctaa 


tttttcttca 


gaattatgat 


catagttatc agaataaaat 


1740 


tgaaaataat 


gaatcggaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aa 


. 1782 


<210>- 12 
<211> 506 
<212> PRT 
<213> viola 










<400> 12 












Met Ala He Leu Val Thr Asp Phs Val Val Ala 
1 5 10 


Ala He xie Phe Leu 
15 
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lie Thr Arg Phe Leu Val Arg Ser Leu Phe Lys Lys Pro Thr Arg Pro 
20 25 30 



Leu Pro Pro Gly Pro Leu Gly Trp Pro Leu Val Gly Ala Leu Pro Leu 
35 40 45 



Leu Gly Ala Met Pro His Val Ala Leu Ala Lys Leu Ala Lys Lys Tyr 
50 35 60 



Gly Pro . lie Met His Leu Lys Met Gly Thr Cys Asp Met Val Val Ala 
65 70 75 80 



Ser Thr Pro Glu Ser Ale Arg Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 95 



Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Ser His Leu Ala Tyr Gly 
100 . 105 110 



Ala Gin Asp Leu Val Phe Ala Lys Tyr Gly Pro Arg Trp Lys Thr Leu 
115 120 125 

Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Asp Asp 
130 135 140 



Trp Ala Asn Val Arg Val Thr Glu Leu Gly His Met Leu Lys Ala Met 
145 150 155 160 

Cys Glu Ala Ser Arg Cys Gly Glu Pro Val Val Leu Ala Glu Met Leu 
165 170 175 

Thr Tyr Ala Met Ala Asn Met He Gly Gin Val lie Leu Ser Arg Arg 
180 185 190 

Val Phe Val Thr Lys Gly Thr Glu Ser Asn Glu Phe Lys Asp Met Val 
195 200 205 

Val Glu Leu Met Thr S^r Ala Gly Tyr Phe Asn lie Gly Asp Phe He 
210 215 220 

Pro Ser He Ala Trp Met Asp Leu Gin Gly He Glu Arg Gly Met Lys 
225 230 235 240 
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Lys Leu His Thr Lys Phe Asp Val Leu Leu Thr Lys Met Val Lys Glu 
245 250 255 



His Arg Ala Thr Ser His Glu Arg Lys Gly Lys Ala Asp Phe Leu Asp 
260 265 270 



Val Leu Leu Glu Glu Cys Asp Asn Thr Asn Gly Glu Lys Leu Ser lie 
275 280 285 



Thr Asn He Lys Ala Val Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
290 295 300 



Thr Ser Ser Ser He lie Glu Trp Ala Leu Thr Glu Met lie Lys Asn 
305 310. 315 320 

Pro Thr lie Leu Lys Lys Ala Gin Glu Glu Met Asp Arg Val He Gly 
325 330 335 

Arg Asp Arg Arg Leu Leu Glu Ser Asp He Ser Ser Leu Pro Tyr Leu 
340 345 350 

Gin Ala lie Ala Lys Glu Thr Tyr Arg Lys His Pro Ser Thr Pro Leu 
355 360 365 



Asn Leu Pro Arg He Ala He Gin Ala Cys Glu Val Asp Gly Tyr Tyr 
370 375 380 

He Pro Lys Asp Ala Arg Leu Ser Val Asn He Trp Ala He Gly Arg 
385 390 395 400 

Asp Pro Asn Val Trp Glu Asn Pro Leu Glu Phe Leu Pro Glu Arg Phe 
405 . 410 415 

Leu Ser Glu Glu Asn Gly Lys He Asn Pro Gly Gly Asn Asp Phe Lys 
420 425 430 

Leu He Pro Phe Gly Ala Gly Arg Arg He Cys Ala Gly Thr Arg Met 
435 440 445 

Gly Met Val Leu Val Ser Tyr He Leu Gly Thr Leu Val Has Ser Phe 
450 455 460 
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Asp Trp Lys Leu Pro Asn Gly Val Ala Glu Leu Asn Mot Asp Glu Ser 
463 470 475 430 

Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Ser Ala Leu Val Ser 
485 490 495 

Pro Arg Leu Ala Ser Asn Pro Tyr Ala Thr 
500 505 

<210> 13 
<211> 1659 
<212> DBA 
<213> salvia 

<40.0> 13 



ca t gg a agcc 


□aagaaaata 


tgxtgttgat 


tgctagggca 


cttgttgtag oatccttact 


60 


Cu acattttg 


atccgtatgt: 




attgagcacc 


accggccacc 


ctctgcoccc 


120 


ggggccgagg 


ggctttcwag 


tggtgggctc 


. ccrrccctcg 


ctgggcgaca 


tgccacatgt 


180 


cgcectagca 


aaaatggoca 


aaacttacgg 


ccagatcatg 


tacttgaaaa tgggcacagt 


240 


cggcatggtc 


gtggogtcca 


cgccagacgc 


ggcgcgggcg 


ttcctaaaaa 


cccacgacgc 


300 


taatttctcg 


aaccggccgg 


tcaacgcggg 


tgccaccatc 


ctggcataca 


atgcccagga 


360 


catggtgttt 


gccccgtacg 


gccccaagtg 


gagactgctg 


aggaagctga 


gcagtctcca 


420 


catgctgggg 


agcaaggccc 


tggaggagtg 


ggctgacgtc 


cggacctcgg 


aggtggggca 


480 


catgctggcg 


gcgatgcacg 


aggccagcog 


cctgggcgag 


gcegtggggt 


tgeeggagat 


* 540 


gctggtgtac 


gcgacggcga 


acatgatcgg 


gcaggtgata 


ttgagccgga 


gagttttcgt 


600 


gacgaaaggg 


aaggagatga 


atgaattcaa 


ggaaatggtg 


gtggagctca 


tgaccacagc 


660 


tggctatttc 


aacattggtg 


atttcattcc 


atggcttgct 


tggatggatt 


tgcaggggat . 


720 


tgagagaggg 


atg'aagaaac 


tgcacaagaa 


gtgggaccgc 


ttgatcggta 


agatgctgga 


7*0 


tgatcgattg 


aaatcaacet 


acaaacgcaa 


cgacaagcca 


gatcttcttg attctctctt 


840 


ggcaaatcat 


gatgatgaga 


gtaaggatga 


tgatgaggat 


tgeaagctea 


ccaccaccaa 


900 


tattaaagcc 


cttttactga 


atttatttac 


tgcagggaca 


gaeacategt 


cgagcataat 


960 


*q*atgggca 


ttarjccrgActa 




t-.r^q create 




r» t n a CO i^<t=i 


1020 




*.*:;:« :.t 


; f ■..««■ ' 








. *:V* 


•» • .v.* > 


-r..- »* ",i '* •» ■; i 






Vv:V 
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gttgagcgte aacatctggg ccataggccg agatcccgac gtttgggaga atcccottga 1260 

cttcaaccct gacaggttta tgtcagggtt gcaggggatt gagcccggag ggaatcactt 1320 

cgagctcatt ccctttgggg cggg^cgcag gatctgcgcc ggcagcagaa tggggattgt 1380 

aatagtggag tatttgctgg cgacactcgt gcactctttc gaatgggatt tgccggccgg 144 0 

ctcagcggag atggacatg$r aggaggtgtt cgggctggcc ttgcagaaag etgtaccact 1500 

tgctgctagg ctcactccta ggttgccttc acattgctat geacctcctt ctatttaatt 1560 

tgcatattta catatgttgt gttacattga gcctttgcat atgttgtatc caaactatct 1620 

tataacttgt gcatgaaatt gaaaaaaaaa aaaaaaaaa 1659 

<210> 14 

<211> 520 

<212> PRT 

<213> salvia 

<400> 14 

Gly Thr Ser Met Glu Ala Gin Glu Asa Met Leu Leu lie Ala Arg Ala 
1 5 10 15 

Leu Val Val Ala Ser Leu Leu Tyr lie Leu lie Arg Met Phe lie Ser 
20 25 30 

Lys Leu Ser Thr Thr Gly His Pro Leu Pro Pro Gly Pro Arg Gly Phe 
35 40 45 

Leu Val Val Gly Ser Leu Pro Leu Leu Gly Asp Met Pro His Val Ala 
50 55 60 

Leu Ala Lys Met Ala Lye Thr Tyr Gly Profile Met Tyr Leu Lys Met 
6S 70 75 80 

Gly Thr Val Gly Met Val Val Ala Ser Thr Pro Asp Ala Ala Arg Ala 
85 90 95 

Phe Leu Lys Thr His Asp Ala Asn, Phe Ser Asn Arg Pro Val Asn Ala 
100 105 110 



Gly Ala Thr lie Leu Ala Tyr Asn Ala Gin Asp Met Val Phe Ala Pro 
115 120 125 
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Tyr Gly Pro Lys Trp Arg Leu Leu Arg Lys Leu Ser Ser Leu His Met 
130 135 140 



Leu Gly Ser Lys Ala Leu Glu Glu Trp Ala Asp Val Ar<£ Thr Ser Glu 
145 * 150 155 160 



Val Gly His Met Leu Ala Ala Met His Glu Ala Ser Arg Leu Gly Glu 
165 170 175 



Ale Val Gly Leu Pro Glu Met Leu Val Tyx Ala Thr Ala Asn Met He 
180 185 190 



Gly Gin Val He Leu Ser Arg Arg Val Phe Val Thr Lys Gly Lys Glu 
.195 200 205 



Met Asn Glu Phe Lys Glu Met. Val Val Glu Leu Met Thr Thr Ala Gly 
210 215 220 



Tyr Phe Asn lie Gly. Asp Phe He Pro Trp Leu Ala Trp taet Asp Leu 
225 230 235 240 



Gin Gly He Glu Arg Gly Met Lys Lys Leu His Lys Lys Trp Asp Arg 
245 250 255 



Leu He Gly Lys Met Leu Asp Asp Arg Leu Lys Ser Thr Tyr Lys Arg 
260 265 270 



Asn Asp Lys Pro Asp Leu Leu Asp Ser Leu Leu Ala Asn His Asp Asp 
275 280 285 



Glu Ser Lys Asp Asp Asp Glu Asp Gys Lys Leu Thr Thr Thr Asn He 
290 295 300 



Lys Ala Leu- Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser 
305 310 315 320 



Ser He He Glu Trp Ala Leu Ala Glu Met He Lys Asn Pro Ser He 
325 330 335 



Gin Lys Arg Ala His Gin Glu Met Asp Arg Val He Gly Arg Glu Arg 
340 345 " 350 
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Arg Leu Leu Glu Ser Asp lie Pro Asn Leu Pro Tyr Leu Lys Ala lie 
355 360. 365 

Cys Lys Glu Ala Tyr Arg Lys His Pro Ser Thr Pro Leu. Asn Leu Pro 
370 375 380 

Arg lie Ser Thr Asp Ala Cys Val Val Asp Gly Tyr His lie Pro Lys 
385 390 395 400 

Asn Thr Arg Leu Ser Val Asn lie Trp Ala lie Gly Arg Asp Pro Asp 
405 410 4.15 

Val Trp Glu Asn Pro Leu Asp Phe Asn Pro Asp Arg Phe Met Ser Gly 
420 425 430 

Leu Gin Gly tie Glu Pro Gly Gly Asn His Phe Glu Leu lie Pro Phe 
435 440 445 

Gly Ala Gly Arg Arg He CyS Ala Gly Ser Arg Met Gly He Val He 
450 455 460 

Val Glu Tyr Leu Leu Ala Thr Leu Val . His Ser Phe Glu Trp Asp Leu 
465 470 475 480 

Pro Ala Gly Ser Ala Glu Met Asp Met Glu Glu Val Phe Gly Leu Ala 
485 490 495 

Leu Gin Lys Ala Val Pro Leu Ala Ala Arg Leu Thr Pro Arg Leu Pro 
500 505 510 

Ser His Cys Tyr Ala Pro Pro Ser 
515 520 

<210> 15 

<211> 1617 

<212> DMA 

<213> salvia 

<400> 15 

agatagtaag catggaagco caageaaata tgttgttgat tgctagggca cttgttgtag 60 

catccttact otacattttg atccgtatgt ttatctcaaa attgagcacc cccggccacc 120 

ctctgccccc ggggccgagg ggctttccag tggtgggctc ccttccottg ctgggcgaca 180 

tgccacatgt tgccctagca aaaatggcca aaacttatgg cccgatcatg tacttgaaaa 240 
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tgggcacagt 


cggcatggtc 


gtggcgtcca cgccagacgc 


ggcgcgggcg 


ttcctaaaaa 


300 


cccaggacgc 


taatttctct 


aaccggccgg tcaacgcggg 


tgccaccatc 


ctggcataca 


. 360 


atgcccagga 


catggtgttt 


gccccgtacg gccccaagtg 


gagattgctg 


aggaagctga 


420 


gcagtctcca 


catgctgggg 


agcaaggccc tggaggagtg. 


ggccgacgtc cggaectcgg 


480 


aggtggggca 


catgctggcg 


gcgatgcacg aggccagccg 


cctggacgag 


gccgtggggt 


54Q 


tgccggagat 


getggtgtac 


gcgacggcga agatgatcgg 


gaaggtgata 


ttgagccgga 


600 


gagttttcgt 


gecgaaaggg 


aaggagatga atgagttcaa 


ggaaatggtg 


gtggagctca 


660 


tgaccacage 


tggctatttc 


aacattggtg atttcattcc 


atggqttgct 


tggatggatt 


720 


tgeaggggat 


tgagagaggg 


atgaagaaac tgcacaagaa 


gtgggaccgc 


ttgatcggta 


780 


agatgctgga 


tgatcgattg 


aaatcaacct acaaacgcaa 


cgacaagcca 


gatcttcttg 


840 


attctctctt 


ggcaaatcat 


gatgatgaga gtaaggatga 


tgatgaggat 


tgcaagctca 


900 


ccaacaccaa 


tattaaagcc 


cttttactga atttatttac 


tgcagggaca 


gacacatcgt 


960 


cgagcataah 


agaatgggca 


ctagcggaga tgatcaagaa 


tccaagcanc 


caaaaaaggg 


1020 


ctcaccaaga 


gatggacaga 


gtcatcggga gagagcggcg 


tttgctcgaa tccgacatcc 


1080 


caaatctgcc 


atacctcaaa 


.gccatatgca aagaggcata 


ccgaaaacac 


ccttccacgc 


1140 


aactaaaent 


gcctcggatc 


tccacggatg catgcgtcgt 


cgatggctac cacatcccca 


1200 


agaacacgag 


gttgagcgtc 


aacafcctggg ccataggccg 


agatcccgac gtttgggaga 


1260 


atccccttga 


cttcaaccct 


gacaggttta tgtcagggtt 


gcaggggatt gagcccggag 


1320 


ggaatcactt 


cgagotcatt 


ccctttgggg cggggcgcag 


gatctgcgcc 


ggcagcagaa 


1380 


tggggattgt 


aatagtggag 


tatttgctgg cgacaotcgt 


gcagtcfcttc gaatgggatt 


1440 


tgccagccgg 


ctcagcggag 


atggacatgg aggaggtgtfc 


cgggctggcc ttgcagaaag 


1500 


ctgtaccact 


tgctgctagg 


ctcactccta ggttgccttc 


acattgctat 


gcacctcctt 


1560 


ctatttaatt 


tgcatattta 


tatatgttgt gttacattga 


aaaaaaaaaa 


aaaaaaa 


1617 



<210> 16 

<211> 518 

<212> E>RT 

<213> salvia 

<400> 16 

Met Gin Ala Gin Glu Asn Met Leu Leu lie Ala Arg Ala Leu Val Val 
1 5 10 15 
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Ala Ser Leu Leu Tyr lie Leu He Arg Met Phe He Ser Lys Leu Ser 
20 25 30 



Thr Pro Gly His Pro Leu Pro Pro Gly Pro Arg Gly Phe Pro Val Val 
35 40 45 



Gly Ser Leu Pro Leu Leu Gly Asp Met Pro His Val Ala Leu Ala Lys 
50 55 60 



Met Ala Lys Thr Tyr Gly Pro lie Met Tyr Leu Lys Met Gly Thr Val 
65 70 75 80 



Gly Met Val Val Ala Ser Thr Pro Asp Ala Ala Arg Ala Phe. Leu Lys 
85 ' 90 95 



Thr Gin Asp Ala Asn Phe Ser Asn Arg Pro Val Asn Ala Gly Ala Thr 
100 105 110 



lie Leu Ala Tyr Asn Ala Gin Asp Met- Val Phe Ala Pro Tyr Gly Pro 
115 120 125 



Lys Trp Arg Leu Leu Arg Lys Leu Ser Ser Leu His Met Leu Gly Ser 
130 135 140 



Lys Ala Leu Glu Glu Tfp Ala Asp Val Arg Thr Ser Glu Val Gly His 
145 ISO. 155 160 



Met Leu Ala Ala Met His Glu Ala Ser Arg Leu Asp Glu Ala Val Gly 
165 170 • 175 

Leu Pro Glu Met Leu Val Tyr Ala Thr Ala Asn Met lie Gly Lys Val 
180 185 190 



He Leu Ser Arg Arg Val Phe Val Thr Lys Gly Lys Glu Met Asn Glu 
195 200 20S 



Phe Lys Glu Met Val Val Glu Leu Met Thr Thr Ala Gly Tyr Phe Asn 
210 215 320 



lie Gly Asp Phe He Pro Trp Leu Ala Trp Met Asp Leu Gin Gly He 
225 230 235 240 
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Glu Arg Gly Met Lys Lys Leu His Lys Lys Trp Asp Arg Leu lie Gly 
245 250 255 

Lys Met Leu. Asp Asp Arg Leu Lys Ser Thr Tyr Lys Arg Asn Asp Lys 
260 265 270 

Pro Asp Leu Leu Asp Ser Leu Leu Ala Asn His Asp Asp Glu Ser Lys 
275 280 * 285 

Asp Asp Asp Glu Asp Cys Lys Leu Thr Thr Thr Asn lie Lys Ala Leu 
290 295 300 

Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Sex Ser lie He 
305 3X0 315 320 

Glu Trp Ala Leu Ala Glu Met He Lys Asn Pro Ser He Gin Lys Arg 
325 330 335 



Ala His Gin Glu Met Asp Arg Val He Gly Arg Glu Arg Arg Leu Leu 
340 345 350 



Giu Ser Asp He Pro Asn Leu Pro Tyr Leu Lys Ala He Cys Lys Glu 
355 * 360 365 



Ala Tyr Arg Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg He Ser 
370 375 380 



Thr Asp Ala Cys Val Val Asp Gly Tyr His He Pro Lys. Asn Thr Arg 
385 390 395 , 400 



Leu Ser Val Asn He Trp Ala He Gly Arg Asp Pro Asp Val Trp Glu 
405 410 " 415 



Asn Pro Leu Asp Phe Asn Pro Asp Arg Phe Met Ser Gly Leu Gin Gly 
420 425 430 



He Glu Pro Gly Gly Asn His Phe Glu Leu He Pro Phe Gly Ala Gly 
435 440 445 



Arg Arg He Cys Ala Gly Ser Arg Met Gly He Val lie Val Glu Tyr 
450 455 460 
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Leu Lqu Ala Thr Leu Val His Ser Phe Glu Trp Asp Lou Pro Ala Gly 
465 . 470 475 480 

Ser Ala Glu Met Asp Met Glu Glu Val Phe Gly Leu Ala Leu Gin Lys 
485 490 495 



Ala Val Pro Leu Ala Ala Arg Leu Thr Pro Arg Leu Pro Ser His Oys 
500 505 510 



Tyr Ala Pro . Pro Ser He 
515 



<21Q> 17 

<211> 1730 

<212> DNA 

<213> sollya 

<220> 

<22L> j£ftisc_£eature 

<222> (1372) . ♦ (1372) 

<!223> n - any nucleotide 



<400> 17 
gatggatact 


accttagaat 


tcattctatg cttcaccatt actgcacttc 


cttttctata 


60 


ttgcatactt 


aacatgcgca 


tcctccttaa ccgtcacceg aggtcactcc 


caccaggtcc 


12.0 


aagaccatgg 


cctattgtag 


gaaacctccc acaccttggc accaagccac 


accactccat 


180 


agctgccatg 


gctcggaaat 


acggtcccct cctgcacctc cgcatgggca 


tcgtgcacgt 


240 


ggtggttgcc 


gcctctgctg 


atgtggcggc aqagttcttg aagaatgatg 


ccaacttctc 


300 


tagccggcca 


ccgaattctg 


gtgctaagca tatggcttat aactatoacg 


acatggtgtt 


360 


tgcaccctac 


ggtccaaggt 


ggcgcatgtt gaggaaaatt tgtgcccttc 


atatattctc 


420 


cgctaaggct 


ctcgatgatt 


ttcatcgcgt gcgtgaggag gaggttgcca 


tactcgcgag 


480 


gaccctagca 


cacgcaggcc 


aaaagccggt gaatttgggg cagttgttct 


ctacgtgtaa 


540 


tgctaatgcg 


ctatcagtgc 


tgatgctagg caggaggttg ttcagcacag 


aagttgattc 


600 


aaaageatat 


gatttcaaac 


aaatggtggfc ggagctgatg actctagccg 


gtgagtttaa 


660 


cgtcagtgafc 


ttcataccac 


CCctcgagtg getagacttg caaggcgtgg 


cagcgaaaat 


720 


gaagaacgtg 


cacaatcgat 


tcgatgogtt tctgaatgta attttggagg 


agcataagct 


780 


gaaacttaat 


aatagtggac 


atggggaaca aaaacatatg gacttgttga 


gtacgttgat 


840 


tttgcttaag 


gatgatgctg 


atagtgaggg aggaaaactc actgatactg 


aaatcaaagc 


900 
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gctgcttttg aatttgtttt 


ctgctgggac 


ggacaottca tccagcacaa 


tagaatgggt 


960 


tatagctgag cttatacgca 


atcctaaaat 


cttagcccaa gcccaaagag 


agttggactt 


1020 


ggtggttggt ccaaatagac 


ttgtaacgga 


ttfcggacctc aaacaattaa 


cctacctaca 


aoso 


agecatcgtc aaagaaacct 


ttcggetaca 


tcctgctacc ccactttcac 


ttccacggat 


1140 


cgcaaccgaa agctgtgaaa 


tcaacgggtt 


ttacattcca aagggctcaa 


cacttctcgt 


1200 


taacatatgg gccataggcc 


gtgatccaaa 


cacttggget gaaccattgg 


tattcergacc 


1260 


tgaacgattc ttatcggato; 


gtgaaagtcc 


taatgttgat gttaaaggac 


gtaatfcttga 


1320 


attgatacca tttggggcgg 


ggcgaagaat 


ttgtgctggg atgaactttg 


gnctacgcat 


1380 


ggtccagtta gttactgcaa 


cgttaattca 


tgcatttaao tgggagttgc 


cagaagggga 


1440 


attgccagaa aatatgaata 


tggaggaaga 


ctatgggatt agcttgcaac 


ggacagtgcc 


1500 


attagttgtt catccaaagc 


caagactaga 


ccatgaagtt tatcagtccc 


atggagttgt 


1560 


aaactgagta cattcatgaa 


ctgacccaga 


agctgtcaga tgtcgtctta 


tattgcctta 


1620 


tgtagtgcga cccttgtgtg 


ttttttatgt 


attgttttgt acaaggttga 


agoccgtgcg 


1680 


gcgcatggac aattttataa 


gttaatttta 


ataaaaaaaa aaaaaaaaaa 




1730 



<210> 18 

<211> 521 

<212> PRT 

<213> aollya 

<400> 18 

Met Ala Thr Thr Leu Glu Phe lie Leu Cys Phe Thr lie Thr Ala Leu 
15 10 15 

Pro Phe Leu Tyr Cys He Leu Asn Met Arg He Leu Leu Asn Arg Hi© 
20 25 30 

Pro Arg Scr Leu Pro Pro Gly Pro Arg Pro Trp Pro He Val Gly Asn 
35 40 . 45 

Leu Pro His Leu Gly Thr Lys Pro His His Ser He Ala Ala Met Ala 
50 55 60 



Arg Lys Tyr Gly Pro Leu Leu His Leu Arg Met Gly He Val His Val 
65 70 75 80 
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Val Val Ala Ala Ser Ala Asp Val Ala Ala Gin Phe Leu Lys Asn Asp 
85 90 95 

Ala Asn Phe Ser Ser Arg Pro Pro Asn Ser Gly Ala Lys His Met Ala 
100 105 110 

Tyr' Asn Tyr His Asp Met Val Phe Ala Pro Tyr Gly Pro Arg Trp Arg 
115 120 125 

Met Leu Arg Lys lie Cys Ala Leu His lie Phe Ser Ala Lys Ala Leu 
130 135 140 

Asp Asp Phe His Arg Val Arg Glu Glu Glu Val Ala lie Leu Ala Arg 
145 150 155 160 

Thr Leu Ala His Ala Gly Gin Lys Pro Val Asn Lev* Gly Gin Leu Phe 
1$5 170 175 

Ser Thr Cys Asn Ala Asn Ala Leu Ser Val Leu Met Leu Gly Arg Arg 
180 185 190 



Leu Phe Ser Thr Glu Val Asp Ser Lys Ala Tyr Asp Phe Lys Gin Met 
195 200 205 



Val Val Glu Leu Met Thr Leu Ala Gly Glu Phe Asn Val Ser Asp Phe 
210 215 220 

He Pro Pro Leu Glu Trp Leu Asp Leu Gin Gly Val Ala Ala Lys Met 
225 230 235 240 



Lys Asn Val His Asn Arg Phe Asp Ala Phe Leu Asn Val He Leu Glu 
245 250 255 

Glu His Lys Leu Lys Leu Asn Asn Ser Gly His Gly Glu Gin Lys His 
260 . 265 270 



Met Asp Leu Leu Ser Thr Leu He Leu Leu Lys Asp Asp Ala Asp Ser 
275 280 285 



Glu Gly Gly Lys Leu Thr Asp Thr Glu He Lys Ala Leu Leu Leu Asn 
290 295 300 
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Leu Phe Ser Ala Gly Thr Asp Thr Ser Ser Sear Thr lie Glu Trp Val. 
305 310 315 320 

lie Ala Glu Leu lie Arg Asn Pro Lys He Leu Ala Gin Ala Gin Arg 
325 330 335 

Glu Leu Asp Leu Val Val Gly Pro Asn Arg Leu Val Thr Asp Leu Asp 
340 345 350 

Leu Lys Gin Leu Thr Tyr Leu Gin Ala He Val Lys Glu Thr Phe Arg 
355 360 365 

Leu His Pro Ala Thr Pro Leu Ser Leu Pro Arg He Ala Thr Glu Ser 
370 375 380 

Cys Glu lie Asn Gly Phe Tyr He Pro Lys Gly Ser Thr Leu Leu Val 
305 390 395 400 

Asn lie Trp Ala He Gly Arg Asp Pro Asn Thr Trp Ala Glu Pro Leu 
405- 410 415 



Val Phe Arg Pro Glu Arg Phe Leu Ser Asp Gly Glu Ser Pro Asn Val 
420 425 430 



Asp Val Lys Gly Arg Asn Phe Glu Leu He Pro Phe Gly Ala Gly Arg 
435 440 445 



Arg Zle Cys Ala Gly Met Asn Phe Gly Leu Arg Met Val Gin Leu Val 
450 455 460 



Thr Ala Thr Leu He His Ala Phe Asn Trp Glu Leu Pro Glu Gly Glu 
465 470 475 4B0 



Leu Pro Glu Asn Met Asn Met Glu Glu Asp Tyr Gly lie Ser Leu Gin 
485 490 495 



Arg Thr Val Pro Leu Val Val His Pro Lys Pro Arg Leu Asp His Glu 
500 505 510 



Val Tyr Gin Ser His Gly Val Val Asn 
515 520 



<210> 19 
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<211> 37 
<212> DNA 
<213> petunia 

<400> 19 

aaaatcgata ccatggtctt tttttctttg tctatac 



37 



<210> 20 
<211> 1748 
<212> DNA 
<213> clitoria 

<400> 20 

ggatccaaca atgttcctta taagagaaat tggggtataa attttgatct tcatgatcae 60 

ccatcttgtg attagtttag ttctgaaaga gaaggaacaa cggaaacttc caccagggcc 120 

aaaaggttgg ccaattgtgg gtgcactgcc tctaatggga agoatgccce atgtcacaot 180 

ctcagaaatg gctaaaaaat atggacctgt tatgtacctt aaaatgggca caaacaacat 240 

ggctgtagca tctactccct ctgcagctcg tgcattcctc aaaacccttg accttaactt 300 

ctccaatcgc cccccaaatg ctggggcaac tcacttagct tatgatgccc aggacatggt 360 

gtttgctgat tacggatcta ggtggaagtt gcttagaaaa ctaagcaact tacacatgct 420 

tggaggaaag gctcttgaag aatggtcaca agttagagag attgagatgg ggcacatgct 480 

tcgtgcaatg tacgattgta gtggtggcgg tgacggcaac aacgacaatg atggcaacaa 540 

gaaaaagggt actcgtoatg agcctattgt ggfcggctgaa atgttaacat acgcgatggc 600 

caacatgata ggtcaagtga tcttgagccg tcgtgtattc gagacaaagg gttcggaatc 660 

gaacgagttt aaggacatgg tggttcagct catgaccgtt gctggctact ttaaoattgg 720 

tgattttatt ccctttttgg ctcgcttcga cctccaaggc atcgagcgtg gcatgaaaac 780 

tttgcataac. aagttcgatg ttttgttgao gaeaatgatt catgagcatg tggcttctgc 840 

tcataaacga aagggtaaac ctgatttctt ggatgttctc atggctcatc ataccaacga 900 

gtctcatgaa ctgtcgctca ccaacatcaa agcactcctc ttaaatctat ttactgcagg 960 

cacagataca tcatcaagta tcatagagtg ggcactagca gagatgttga taaacccaaa 1020 

aatcafcgaag aaagtgcatg aggaaatgga caaagtgata ggcaaggata gaaggctaaa 1080 

agaatccgac atagaaaatc tcccttactt gcaggcaatt tgcaaagaga catatagaaa 1140 

gcacccatca acgccactca acttgcctag aatctcatcc caagcatgcc aagtgaatgg 1200 

ctactacatc ccaaagaaca ctaggcttrag tgtcaacatc tgggccattg gaagagaccc 1260 

taatgtgtgg gagaaccctt tggagttcaa tccagagagg tttatgggtg ccaataagac 1320 
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tautgatcea cgtgggaatg attttgagct cattccattt ggtgctggga .gaaggatttg 1380 

tgctgggaca aggatgggga ttgtgttggt tcaatacatt ttgggcactt tggtacattc. 1440 

etttgattgg aagttaccaa atggtgttgt ggagttgaac atggaagaga cttttggcct 1500 

tgctttgcag aaaaagatac oactttctgc tttgattacc cctaggttgc ccccaactgc 1560 

ctacaatgtt attaattcct aatttgatct tagtactatg gtaagttata aceaaataag 1620 

taattactgt ttgtattaat gtttctgaat tccgagtgtc. tttctttgtt gtatgggaaa 1680 

totgtaccca gcacctggga ttaatgtttt aattaatttt catatgttta aaaaaaaaaa 1740 

aaaaaaaa 174B 

<210> 21 

<211> 525 

<212> PRT 

<213> elitoria 

<400> 21 

Met Phe Leu Leu Arg Glu lie Gly Val Ser lie Leu lie Phe Met tie 
1 5 10 15 

Thr His Leu Val He Arg Leu Val Leu Lys Glu Lys Glu Gin Arg Lys 
20 25 30 

Leu Pro Pro Gly Pro Lys Gly Trp Pro lie Val Gly Ala Leu Pro Leu 
35 40 45 

Met Gly Ser Met Pro His Val Thr Leu Ser Glu Met Ala Lys Lys Tyr 
50 55 60 

Gly Pro Val Met Tyr Leu Lys Met Gly Thr Asn Asn Met Ala Val Ala 
65 70 75 80 

Ser Thr Pro Ser Ala Ala Arg Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 ' 95 

Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Thr His Leu Ala Tyr Asp 
100 105 110 

Ala Gin Asp Met Val Phe Ala Asp Tyr Gly Ser Arg Trp Lys Leu Leu 
115 120 125 
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Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Glu Glu 
130 135 140 

Trp Ser Gin VaX Arg Glu lie Glu Met Gly His Met Leu Arg Ala Met 
145 . 150. 155 160 

Tyr Asp Cys Ser Gly Gly Gly Asp Gly Asn Asn Asp Asn Asp Gly Asn 
.. 165 170 175 

Lys Lys Lys Gly Thr Arg His Glu Pro lie Val Val Ala Glu Met Leu 
180 185 190 

Thr Tyr Ala Met Ala Asn Met lie -Gly Pro Ser Asp Leu Glu Pro Ser 
195 200 . 205. 

Cys lie Pro Arg Gin Arg Val Arg Asn Arg Thr Ser Leu Arg Thr Trp 
210 " 215 220 

Trp Phe Lys Leu Met Thr Val Ala Gly Tyr Phe Asn lie Gly Asp Phe 
225 230 235 240 

Phe Pro Phe Leu Ala Arg Arg Arg Arg Gin Gly He Glu Arg Gly Met 
245 250 255 

I,ys Thr Leu His Asn Lys Lys Asp Asp Leu Leu Thr Thr Met lie flis 
260 265 270 

Glu His Val Ala Ser Ala Hie Lys Arg Lys Gly Lys Pro Pro Phe Leu 
275 280 285 

Asp Val Leu Met Ala His His Thr Asn Glu Ser His Glu Leu Ser Leu 
290 295 300 

Thr Asn lie Lys Ala Leu Leu Lou Asn. Leu Phe Thr Ala Gly Thr Asp 
305 310 315 320 

Thr Ser Ser Ser lie He Glu Trp Ala Leu Ala Glu Met Leu He Asn 
325 330 ' 335 



Pro Lys lie Met Lys Lys Val His Glu Glu Met Asp Lys Val He Gly 
340 34$ 350 
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Lys Asp Arg Arg Leu Lys Glu Ser Asp lie Glu Asn Leu Pro Tyr Leu 
355 360 365 

Gin Ala lie Cys Lys Glu Thr Tyr Arg Lys His Pro Ser Thr Pro Leu 
370 375 380 

Asn Leu Pro Arg He Ser Ser Gin Ala Cys Gin Val Asn Gly Tyr Tyr 
385 390 395 400 

He Pro Lys Asn Thr Arg Leu Ser Val Asn He Trp Ala He Gly Arg 
405 410 415 

Asp Pro Asn Val Trp Glu Asn Pro Leu Glu Phe Asn Pro Glu Arg Phe 
420 425 . 430 

Met Gly Ala Asn Lys Thr He Asp Pro Arg Gly Asn Asp Phe Glu Leu 
435 440 445 

He Pro Phe Gly Ala Gly Arg Arg lie Cys Ala Gly Thr Arg Met Gly . 
450 455 460 

lie Val Leu Val Gin Tyr He Leu Gly Thr Leu Val His Ser Phe Asp 
465 470 47S 480 

Trp Lys Leu Pro Asn Gly Val Val Glu Leu Asn Met Glu Glu Thr Phe 
485 490 495 

Gly Leu Ala Leu Gin Lys Lys He Pro Leu Ser Ala Leu lie Thr Pro 
500 505 510 

Arg Leu Pro Pro Thr Ala Tyr Asn Val He Asn Ser Ser 
515 520 525 

<210> 22 

<211> 1684 

<212> DNA 

<213> gentiana 

<400> 22 

tacaaatgtc aeccatttac aecaccctca cattacacct tgctacagct etttttctct 60 

"CCtttcatgt ccagaaactt gttcactaco tccacggcaa agceaccggc caccgctgcc 120 

gccgecttcc accagggccc accggatggc caatcctagg tgcccttcct cttttgggca 180 

acatgccaoa tgttactttt gctaacatgg cgaaaaaata tggctcggta atgtacctaa 240 
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aagtcggtag. ccatggctta gcaatagcgt cgacaccgga cgctgetaaa gcgttcctca 300 

aaaccctcga tttaaatttc tcgaaccggc caccaaatgo cggagctace catttagcct 360 

ataacgctca agatatggtt tttgcacatt atggtcctaa atggaaattg ttacgtaaac 420 

tcagtaactt acacatgcta ggtggcaaag ccttggaaaa ttgggctgat gttagaaaaa 480 

cagagcttgg ttatatgctt aaagccatgt ttgaatcgag tcaaaacaat ' gagccggtga 540 

tgatttcgga gatgctaacg tacgaoatgg cgaacatgtt aagcoaagtt atacttagcc 600 

'. gtcgcgtatt caataaaaaa ggcgcgaaat caaacgagtt taaagatatg gtggtcgaat 660 

taatgacgag tgccgggtat ttcaatatag gtgattttat accatcaatt ggttggatgg 720 

atttgcaagg gattgaaggt ggaatgaaaa gattgcacaa aaagttcgac gttttgttga 7B0 

ctcgattatt ggatgatcat aaaagaacga gteaggagcg taaaoaaaag cccgattttc 840 

ttgattttgt gattgcaaat ggcgataatfc ctgatggtga aaggctcaac accgacaaca $00 

tcaaggc-tct tttattgaac ttgtttactg etggtacgga tacatcatca agcatoautg 960 

agtgggcact agcagaactg ctaaagaatc ggaaactcct cacccgagcc caggacgaaa 1020 

tggatcgggt aatcgggcga gaccgccgtc ttcttgaatc agacateccc aacttaccat 1080 

atcttcaagc aatctgcaaa gaaacattcc gtaaaeaccc ttcaacacca ttaaaccttc 1140 

caaggaattg catcagaggc cangtiggatg taaatgggta ctacattccg aaagggagtc 1200 

ggctcaacgt caacatatgg gcgattggaa gagacccatc ggtttggggg gataacccga 1260 

acgagttcga cccggagagg tttttgtatg ggaggaatgc taagattgat ccacgaggaa 1320 

accattttga attgatccca tttggtgctg gacgaagaat ttgtgcagga acaagaatgg 1380 

ggatattgct tgttgagtat attttgggga cattggtgca tagttttgat tggaaactgg 1440 

gattttctga ggatgagctt aatatggatg agaoatttgg gcttgatctg cagaaagctg 1500 

tgoctttagc ggccatggtt attccacgcc ttcctcttca tgtttatgct ccttaattca. 1560 

gagatttaat ttcatgcttt gttttattaa tcattttctt aatatgaatt gatggaggtt 1620 

atcragttat gaaaaataat aatggaggat ttgtttatca tcatgcaaaa aaaaaaaaaa 1680 

aaaa 1684 

<210> 23 
<211> 516 
<212> PRT 
<213> gentiana 
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<400> 23 

Met Ser Pro lie Tyr Thr Thr Leu Tftr Leu His Leu Ala Thr Ale Leu 
15 10 15 

Phe Leu Phe Phe His Val Gin Lys Leu Val Hie Tyr Leu His Gly Lys 
20 25 30 

Ala Thr Gly His Arg Cys Arg Arg Leu Pro Pro Gly Pro Thr Gly Trp 
35 40 45 

Pro lie Leu Gly Ala Leu Pro Leu Leu Gly Asn Met Pro His Val Thr 
SO 55 60 

Phe Ala Asn Met Ala Lys Lys Tyr Gly Ser Val Met Tyr Leu Lys Val 
65 .70 75 80 

Gly Ser His Gly Leu Ala lie Ala Ser Thr Pro Asp Ala Ala Lys Ala 
85 90 95 



Phe Leu Lys Thr Leu Asp Leu Asn Phe Ser Asn Arg Pro Pro Asn Ala 
100 105 110 

Gly Ala Thr His Leu Ala Tyr Asn Ala Gin Asp Met Val Phe Ala His 
115 120 125 



Tyr Gly Pro Lys Trp Lys Leu Leu Arg Lys Leu Ser Asn Leu His Met 
130 135 140 



Leu Gly Gly Lys Ala Leu Glu Asn Trp Ala Asp Val Arg Lys Thr Glu 
145 1 150 155 160 



Leu Gly Tyr Met Leu Lys Ala Met Phe Glu Ser Ser Gin Asn Asn Glu 
165 170 175 



Pro val Met lie Ser Glu Met Leu Thr Tyr Ala Met Ala Asn Met Leu 
180 185 190 



Ser Gin Val He Leu Ser Arg Arg Val Phe Asn Lys Lys Gly Ala Lys 
195 200 205 



Ser Asn Glu Phe Lys Asp Met Val Val Glu Leu Met Thr Ser Ala Gly 
210 215 220 
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Tyr' Phe Asn He Gly Asp Phe He Pro Ser lie Gly Trp Met Asp Leu 
225 230 235 240 

Gin Gly He Glu Gly Gly Met Lys Arg Leu His Lys Lys Phe Asp Val 
245 250 255 

Leu Leu Thr Arg Leu Leu Asp Asp His Lys Arg Thr Ser Gin Glu Arg 
260 265 270 

Lys Gin Lys Pro Asp Phe Leu Asp Phe Val He Ala Asn Gly Asp Asn 
275 280 285 

Ser Asp Gly Glu Arg Leu Asn Thr Asp Asn He Lys Ala Leu Leu Leu 
290 295 300 

Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser Ser He He Glu Trp 
305 310 315 320 

Ala Leu Ala Glu Leu Leu Lys Asn Arg Thr Leu Leu Thr Arg Ala Gin 
325 330 335 



Asp Glu Met Asp Arg Val He Gly Arg Asp Arg Arg Leu Leu Glu Ser 
340 345 350 



Asp He Pro Asn Leu Pro Tyr Leu Gin Ala He Cys Lys Glu Thr Phe 
355 360 365 * 



Arg Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg Asn Cys lie Ar$ 
370 $75 380 



Gly His Val Asp Val Asn Gly Tyr Tyr He Pro Lys Gly Thr Arg Leu 
385 390 395 400 



Asn Val Asn He Trp Ala He Gly Arg Asp Pro Ser Val Trp Gly Asp 
405 410 415 



Asn Pro Asn Glu Phe Asp Pro Glu Arg Phe Leu Tyr Gly Arg Asn Ala 
420 425 430 



Lys He Asp Pro Arg Gly Asn His Phe Glu Leu He Pro Phe Gly Ala 
435 440 445 
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Gly Arg Arg lie Cys Ala Gly Thr Arg Met Gly lie Leu Leu Val Glu 
450 455 460 

Tyr lie Leu Gly Thr Leu Val His Ser Phe Asp Trp Lys Leu Gly Phe 
465 470 475 480 

Ser Glu Asp Glu Leu Asn Met Asp Glu Thr Phe Gly Leu Ala Leu Gin ■ 
485 490 495 

Lys Ala Val Pro Leu Ala Ala Met Val lie Pro Arg Leu Pro Leu His 
500 505 510 

Val Tyr Ala Pro 
S15 

<2l6> 24 

<211>. 3731 

<212> DNA 

<2l3> petunia 



<400> 24 



tctagatatg 


cattttggtc gacgaactca 


caaatttgta 


ccaaacatgt 


aatttttttt 


60 


ttctttttta 


cccttttaaa 


cattacaatt 


gaataagtag 


tacaacaaca 


tacccagttt 


120 


tattttacag 


gtgggaoctg 


gggagggtga 


aatgtacgca 


caccttacca 


ccaccaaggt 


180 


ggagaggcag 


tttccggtag agcctcggct 


gaagaaaata 


tttcgagaac 


acgtttgaaa 


240 


aataggacag 


aaagaacaca 


ctataaaata 


ataaaactaa 


agcatataca 


tattaaacat 


300 


atagtagcag 


taggtataaa ggcactgact 


acgacagaaa 


taatctatat 


ataggagaga 


360 


agacaefccat 


ccattatcta 


cccttctact 


ttaatcattg 


acotccaagc 


tttcctatct 


420 


agggtcatgt 


cctcggtgat 


ctagatctgg 


gccatgtctt 


atctaatcac 


ctcggtccag. 


480 


ttcttcttag 


gtctacctct 


acctctccgt 


agacctaaaa 


ctgcgaacct 


ctcacacctc 


540 


ctaaccgagc 


atctggactt 


ctcctcttta 


cgtatctgaa 


ccatctcaat 


cttgtctctc 


600 


gcatcttttc 


tgccactgga 


gatacgtcca 


ccttgtctca 


agtgatctca 


ttcataatct 


660 


tgcccctcct 


agtattccca 


aacatccatc 


tgagcattct 


taattotgcc 


acaccaaacc 


720 


ttctaaatgt 


gtgagttctt 


gactggcaaa 


cactcagccc 


catacaatat 


agctggtata 


780 


acgaccatgt 


ataatataat 


gaagctaatt 


aaaatcatta 


attaGtactt 


gtacatatgg 


840 


cacggaaaag 


aagttcattg aacaataatg 


gatataaaaa 


ttgcggtcaa 


ceicattggtg 


900 


agggaaatat 


ttttatcagc 


acaccaacat 


ttccaaacat 


caataaagca 


atgaagatgg 


960 
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atagatoaag gtgtcqtfctt tcatcttatt aggaaaataa aatttgaaga tgcaaatcea 1020 

aggacgatca tgcattctaa attaatagtt aatgattcta attttcattt atttaaattt 1080 

tgatttttgc ggcttcaaat tcatatttga ttttcaacca cataaatatt taattatgac 1140 

ttgtgttagg caacaaatac caaaagtctt aetactttct tttggagatt gacctttcta 1200 

tatctccttc ccaatttgat cgatcgagct gtcgtaatct attgctactg tgtcrtttttt 1260 

gttctggcta gcgaagacag aatattctac gtaaaotcta tgtcaagtqa aaccgtgcca 1320 

cataaaataa aatgtaggga atatagatca attagtgtct aagtgtacaa ctatatatat 1380 

gttatctaag aatagatfcag afctacaaaaa tgtatttacc attgattgat cactactttt 1440 

cagcgaatta gtcaagaggt cagggfctatt tataaaacat gcataatgta tacatatcat 1500 

gcogtggcca ttgtacaatt atgttataaa aggtatacat taaatataac ttgtatttat 15 SO 

tttttataca tgtcagcaat gtttgaaagt gtgaagttcc ctggttctta taattcaatc 1620 

tfcctgataat gtttttaacc ggccagaaca cagcattaac tccattaa.tc ataccaatta 1680 

tgaccatgga atcagattct agtaacaaca tacccggcta tattctacaa gtggggcctg 1740 

aggagggtaa ggtatacgta aaccatacac ttaaggtaga gaaattattt ctgaaagatc 1800 

ctagactcac acgtttcgaa aaataggttt aaaaaatact tafcataaaaa aaaaataata 1860 

aaataaagat acagataaag ataaacagag taaacaaaac aacaatggta atatacagac 1920 

aaaaagcaag ataaaaatag tata-tggaag aaaaatacaa atgcttatat gacagaagtc 1980 

gctcgactac ettcaaacgt tictactctaa tecttgacct ccatacactc ctatctaagg 2040 

ttatgtcctc gattatocga aagattgaat cttgaatcaa attatatata tacaagaatt 2100 

atttaactoc tgtattacaa gttcttatat ttcatcgaac aaccactttt ggttcatcaa 2160 

gaatagtgca atatagataa aattatctqt aaatactttg gacgagggat tatcatttaa 2220 

atgtaataag aaaaatgtcg atggtattgg aagtgeaaac aaagtcccac atcggtagtt 2280 

gaaaagtttg gaatccaacg tataaggtgt atgtatctct taatggtgta agacatttta 2340 

tgaaaactgt gttggcttag ceaaaagcga acaatatcac tccatttcaa gaatatcttg 2400 

gttgttttag tccagcaact ggtatcagag caaatggttfc agcaaaatga gtatgttgtg 24 60 

tagtgattgc gtggggcatg acttagcctt tacccttgac ttggagaggg cccggttaat 2520 

gtcnttgcfcc atctacagcc agtttattac ctttccatgt agctttaaag acgcacacag 2580 

aggtattcgg ttgatgtggg tgacacacaa taaatctcca aataaaccca atagtggtga 2640 



WO 2004/020637 



PCT/AU2003/001111 



-38- 

ttggtcatgt gaaacttagt tcgaggggga gattgttgag agtgfcgaaca aaaagteeta 2700 

catatagatg aaaagtttag gagcctattt ataaggtata tggatctctt aafcaatgtgg 2760 

gggtttatag gaatttagat tttacttata tcgtttataa attgattag& tacgggacca 2820 

tccagcttcc taaaatgtag gcacgttcca tgcttcaatg ttccatctga tttgtagget 2 $80 

ataaaggtag aatacgttta agaaagttta taatttacgt aataatceaa aagtgaaatg 2940 

tgtttattta ttggttatac tctaattggt gtttatgtga tctaattttc gtccggatca 3000 

gtctccaaag attagccaca aatacatatg tgttcataaa atgttacact tgggaactaa 3060 

ctttataggt agctcgatct attagtaatg gtaaaacttc accgtgttat ttgcagcaag 3120 

ccaataaatg cacgatatat gattatacat aaatttttat catttgatca tcatggttaa 3180 

tacttcaacc gtcccaaaat agatggttag ttttcacttt tttttatcaa aataaatgtt 3240 

aatttagaat atcaatgeaa ttactttttt ttttaaccaa tattgtcctt gctattgaaa 3300 

aggtagaata tgataafctta ttcttttaca tataacaatg aaataaataa" gaataattag 3360 

gtaaaatata tgtatagtag atacatgfcfct ttctcaatgg geataaaaat gtgaaattoa 3420 

attataacgg gataaggggt atatttctca gctcactc-ta atacaatttg gtgtaaatac 3480 

cgaatgcgag tatttaacct gagtttggfca attatgtacc atcagaaatc gcatcgaatg 3540 

taactcaaaa atagtacaaa caaattccct cactgctcca ttggccatta atttaggtcc 3600 

aattttcact ctataaaagc ccataggatc tctctagctt ttgtactcaa cactcaggca 3660 

aaaccattag caatatcgtc cactacttcc tccgactatt ctctccattg tattatcttt 3720 

eetcttaaac a 3731 



<210> 25 

<2H> 31 

<212> DNA 

<213> clitoria 

<400> 25 

gggatccaac aatgttcctt etaagagaaa t 



31 



<210> 26 

<211> 1831 

<212> 0NA 

.<213> kennedia 

<400> 26 

cccctgaata tcctcactaa agggaacaaa agctggagct coaccgcggt ggcggccgct 60 
ctagaactag tggatccccc gggctgoagg aattttttaa atattaaaga ttttgataaa 120 
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<i4-4- 4- ■*< -i a a4-p 

tttttaaaatc 


4*4* a a rrmr* 
i- Lay Lauyyu 




ISO 




+- 4* -y 0 4" At* 4- i*l 


LuydLuaLiu 6iWiV»tuaL.Lau tcaLLuaui,^ twynk#aoaLL 




sa ^ a a a 9 a 

guCflCaoaad 


ggttuCrtcca 


yyyciccagag yctyy ccaab c-y Uayy tgcc LL^ui^iy ui^u 




^yyyoLo-y cat. 


r^-f-m r~* +* a 4™ ill « 

gccccatyLv 


9vvC(«Cuvxa gaaLygucao. ciadyudtgya cuuytuavyt 




acctcaagau 


yyy caccaaa 


aacaiggviy T.ggccucnac icccgotgca gcLcgigcat 




tcctcaaaac 


^ili X* ^ ^» +wr\ F% m 

ccttgatc^a 


aacttcccca accgccotcc aaaugcuggi. gcaacicact 


/on 


tagccuauga 


Cicacaggac 


at;ggxguu\*y cccacnaiigg Qtctagg igg aggtrgctta 




gg&aac Lyag 


caacttgcac 


atyCtgygtg yaaaygv^vC tgotyaLtyg gcacauytLC 


DU U 




gatgaggfcac 


atgcutiggvC CQatguatga Ltguagcaaa ayggyLyagg 






yyuLyayauy 


*-tg?icatoty GT.a i.gg cg<igi \«dugau^ggi. cdayuyoiat 


/ Z.U 




tgtguTicgag 


tcaaayyyvu cgyaaicaaa cyoyLUcaag gacatgg L t g 


/ O V 


1 1 gage t ca\ t 


gaccgttgcc 


gggtacttca acattggaga ttttgtgcct tttcttgcgt 




— — — L- 1.1.-- -f.f 

gg LLuyaCLL 


gcaaggcata 


gagcgtgaga tgaaggactt gcataagaag tttgatgcgt 


nnn 


tgttgacaag 


ga tgat t gag 


gagcar.gx:gg ctuccagatg tcacaaaggt aaaggaaact 






•agacgtuyLu 


atggaticatt ctagcgaaag cagtgatgga gagagactca 


lUiU 




4— /<f4- *iq a/vAi | ia 

by v> t-cidggca 


cx.ggvvutga atcuuttcac agcaggcavt gauacaLCiv 




rra f"r+" ^t4* «a f 


uyaguggy 


ctagcyyagu tyttgaaaaa vvcccacata acaaagagag 


J. 14 U 




*^c* V yyauuaa 


gtg^tayycd dgydTrCyacy cctcaaggaa iCLgaccuaa 


X£. UU 




ULaiaiiv^y \^aa 


yutawuuyvpd aayaygcawC gayadgyCaC CCLLCaaCCC 


1 9Crt 


s»«c* l wy eta ul t- 




LCdtctigaac cgugcwaagc gaauggctau uacaucccca 


1 00 rt 
i. -DiiU 




y uy cty uy uy 


dcit-dtatyyy oc«uuyyady ayuCCCCyag g vy tyy.gaga 


looU 




y UL aucvv 


gaydyyt Ltd. tgagtyyaaa aggugccaaa gcugatccac 


1 >| i A 


ci c y yyaa uy a. 


+• +* ^ *r ri a f* i*t 
l v y LLy 


dLuggguutg ytgctgyyag aaggy ugugc gcugggacaa 


1 suy 


ggatggggat 


tgtgatggtt 


cagtacatat tgggcacttt ggtgcactca tttgaatgga 


1560 


agctaccaaa 


tggggtggtg 


gagttgaaca tggaagagac ctttgggctt gccttgcaga 


1620 


aaaaggtgcc 


actctcggct 


ttggttagcc ctaggttgca cccaagttct tatattcagt 


1680 


agagttgggt 


ttggttnggt 


tcaccaactc tgttcaaaca ttatgtctag ctatttaaaa 


1740 


attacaatae 


atgctttaag 


gttatgtgac tatatattgc gcaaaccgcg caaataataa 


1800 
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atgtgatttg gatcaaaaaa aaaaaaaaaa a 1831 

<210> 27 

<211> 513 

<212> PRT 

<213> kenncdia 

<400> 27 

Met Ala Asn Leu Asp His Leu Phe Leu Leu Lys Glu He Ala Met Ser 
15 10 15 

He Leu He Phe Leu He Thr His Leu Thr He His Ser Leu Phe Thr 
20 25 30 

Asn Arg His Lys Lys Leu Pro Pro Gly Pro Arg Gly Trp Pro He Val 
35-40 45 

Gly Ala Leu Pro Val Leu Gly Ser Met Pro His Val Thr Leu Ser Arg 
50 55 60 

Met Ala Lys Lys Tyr Gly Pro Val Met Tyr Leu Lys Met Gly Thr Lys 
65 70 .75 80 

Asn Met Val Val Ala Ser Thr Pro Ala Ala Ala Arg Ala Phe Leu Lys 
85 90 95 

Thr Leu Asp Gin Asri Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Thr 
100 105 110 

His Lou Ala Tyr Asp Ser Gin Asp Met Val Phe Ala His Tyr Gly Ser 
115 120 125 

Arg Trp Arg Leu Leu Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly 
130 135 140 

Lys Ala Leu Asp Asp Trp Ala His Val Arg Glu Lys Glu Met Arg Tyr 
145 150 155 160 

Met Leu Gly Ser Met Tyr Asp Cys Ser Lys Arg Gly Glu Ala Val Val 
165 170 175 

Val Ala Glu Met Leu Thr Tyr Ala Met Ala Asn Met He Gly Gin Val 
180 185 190 



WO 2004/020637 



PCT/AU2003/001111 



-41- 



Ilc Leu Ser Arg Arg Val Phe Glu Ser l>ys Gly Scr Glu Ser Asn Glu 
195 200 205 

Phe Lys Asp Met Val Val Glu Leu Met Thr Val Ala Gly Tyr Phe Asn 
210 215 220 



lie Gly Asp Phe Val Pro Phe Leu Ala Trp Phe Asp Leu Gin Gly iXo 
225 •• 230 ' 235 240 

Glu Arg Glu Met Lys Ala Leu His Lys Lys Phe Asp Ala Leu Leu Thr 
245 250 255. 



Arg Met lie Glu Glu His Val Ala Ser Arg Cys His Lys Gly Lys Gly 
260 265 270 

Asn Tyr Asp Phe Leu. Asp Val Val Met Asp His Ser Ser Glu Ser Ser 
275 2$0 285 



Asp Gly Glu Arg Leu Thr Leu Thr Asn Val Lys Ala Leu Leu Leu Asn 
290 295 300 



Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser Ser Val lie Glu Trp Ala 
305 310 315 320 



Lqu Ala Glu Met Leu Lys Asn Pro His He Thr Lys Arg Ala His Glu 
325 330 335 

Glu Met Asp Gin Val lie Gly Lys Asp Arg Arg Leu Lys Glu Ser Asp 
340 345 350 

Lsu Arg Asn Lau Pro Tyr Leu Gin Ala He Cys Lys Glu Ala Leu Arg 
355 360 365 

Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg Val Ser Ser Gin Pro 
370 376 380 



Cys Gin Val Asn Gly Tyr. Tyr lie Pro Lys Asn Thr Arg Leu Ser Val 
385 390 395 400 

Asn He Trp Ala Xle Gly Arg Asp Pro Glu Val Trp Glu Asn Pro Cys 
405 410 415 
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Glu Phe Asn Pro Glu Arg Phe Met Ser Gly> Lys Gly Ala Lys Val Asp 
420 425 430 

Pro His Gly Asn Asp Phe Glu Leu lie Pro Phe Gly Ala Gly Arg Arg 
435 440 445 

Val Cys Ala Gly Thr Arg Met Gly lie Val Met Val Gin Tyr He Leu 
450 455 460 . 

Gly Thr Leu Val His Ser Phe Glu Trp Lys Leu Pro Asn Gly Val Val 
465 470 475 480 

Glu Leu Asn Met Glu Glu Thr Phe Gly Leu Ala Leu Gin Lys Lys Val 
485 490 495 

Pro Leu Ser Ala Leu Val Ser Pro Arg Leu His Pro Ser Ser Tyr He 
500 505 510 

Gin 



<210> 28 

<211> 1374 

<212> DNA ' 

<213> chrysanthemum 

<400> 28 

gaattccgtt gctgtcgcta cttacaaaga tcatatacat tttegttcac cgatattaaa 60 

caccgatggc ttccttaact gacattgcgg ocattagaga ggcstcaacgg gctcaaggtc 120 

cagctaccat tctagcgatc ggcactgcaa ctccggctaa ttgtgtatat caagctgatt 180 

atcccgatta ctattttcgg atcactaaaa gtgaacacat ggtggatctt aaagagaaat 240 

tcaagcgcat gtgcgacaag tctatgataa gaaaacgata catgcacctc acggaggagt 300 

atcttaaaga gaacccaaac ctttgtgagt acatggctcc gtccctcgat gctcgccagg 360 

atgtggtggt cgttgaggtc ccaaagcttg gaaaagaagc cgcaacaaaa gctattaaag 420 

aatggggaca accaaaatet aaaatcacce acctaatctt etgcagcaca tctggtgtag 480 

atatgcccgg ggctgattac eaactcaccsa aactcctcgg cctccgccct tcggtcaaac 540 

gttttatgan gtaccaacaa gggtgctttg caggtgggac ggttcttcgt ctagcaaaag 600 

acctcgcaga aaacaacaag gatgcacgtg tcctagttgt ttgttccgag attactgcag 660 - 

tcacattccg tggtcctaac gacacteatc ttgattcact cgttggtcaa gctttgtttg 720 
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gggatggagc tgcggctgtc attgttggtt cagaccctga cttgacaaaa gagcgtccat 7 SO 

tgttcgagat gatatctgct gctcaaacta tcttaccaga ctcggaggga gcaatcgatg 840 

ggcecttgag ggaagtcggg ctaacatttc atcrtcctcaa agacgtaeet gggttgatct 900 

ccaagaacat agagaaggca ttgacacaag ccttttctcc attaggtata agrtgactgga 960 

aotcgatctt ttggatcgct oatcctggtg gtccagctat tctggaccaa gttgagctta 1020 

agctcggtct caaggaggag aagatgagag ccactagaca cgttcttagt gagtatggaa 1080 

aeatgfccaag tgcttgtgtt ttgttcatta tggatgaaat gaggaagaaa teggctgagg 1140 

aaggtgcagc cacaaccggt gaagggctag attggggtgt tttattcggg ttcggtcctg 1200 

gtttgacggfc cgaaaccgtg gtcctceaca gcotaccaac cactgtatcg gttgcaaatt. 1260 

aatttagttg catggttatg gatataagcg tcctttgttg gaacaattaa atttttactg 1320 

tttttgtttt ctactaaata aatgtgtgtt tgcaaaaaaa aaaaaaaaaa aaaa . 1374 

<210> 29 

<211> 398 

<212> PRT 

<213> chrysanthemum 

<400> 29 • 

Met Ala Ser Leu Thr Asp He Ala Ala He Arg Glu Ala Gin Arg Ala 
1 5 10 15 

Gin Gly Pro Ala Thr lie Leu Ala He Gly Thr Ala Thr Pro Ala Asn 
20 . 25 30 

Cys Val Tyr Gin Ala Asp Tyr Pro Asp Tyr Tyr Phe Arg lie Thr Lys 
35 40 45 

Ser Glu His Met Val Asp Leu Lys Glu Lys Phe Lys Arg Met Cys Asp 
50 55 60 

Lys Ser Met He Arg Lys Arg Tyr Met His Leu Thr Glu Glu Tyr Leu 
65 . 70 75 80 

Lys Glu Asn Pro Asn Leu Cys Glu Tyr Met Ala Pro Ser Leu Asp Ala 
85 90 95 



Arg Gin Asp Val Val Val Val Glu Val Pro Lys Leu Gly Lys Glu Ala 
100 105 110 
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Ala Tnr Lys Ala lie Lys Glu Trp Gly Gin Pro Lys Ser Lys He Thr 
115 120 125 



His Leu He Phe Cys Thr Thr Ser Gly Val Asp Met Pro Gly Ala Asp 
130 135 140 



Tyr Gin Leu Thr Lys Leu Leu Gly Leu Arg Pro Ser Val Lys Arg Phe 
145 150 155 160 

Met Met Tyr Glh Gin Gly Cys Phe Ala Gly Gly Thr Val Leu Arg Leu 
165 170 175 



Ala Lys Asp Leu Ala Glu Asn Asn Lys Asp Ala Arg Val Leu Val Val 
180 185 190 

Cys Ser Glu He Thr Ala Val Thr Phe Arg Gly Pro Asn Asp Thr His 
195 200 205 



Leu Asp Ser Leu Val Gly Gin Ala Leu Phe Gly Asp Gly Ala Ala Ala 
210 215 220 



Val He Val Gly Ser Asp Pro Asp Leu Thr Lys Glu Arg Pro Leu Phe 
225 230 235 240 

Glu Met He Ser Ala Ala Gin Thr lie Leu Pro Asp Ser Glu Gly Ala 
245 250 255 



He Asp Gly His Leu Arg GlU Val Gly l,eu Thr Phe His Leu Leu Lys 
260 265 270 

Asp Val Pro <Sly Leu lie Ser Lys Asn He Glu Lys Ala Leu Thr Gin 
275 280 285 

Ala Phe Ser Pro Leu Gly He Ser Asp Trp Asn Ser He Phe Trp He 
290 295 300 

Ala His Pro Gly Gly Pro Ala He Leu Asp Gin Val Glu Leu Lys Leu 
305 310 315 320 



Gly Leu Lys Glu Glu Lys Met Arg Ala Thr Arg His Val Leu Ser Glu 
325 330 335 
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Tyr Gly Asn Met Ser Ser Ala Cys Val Leu Phe lie Met Asp Glu Met 
340 345 350 

Arg Lys Lys Ser Ala Glu Glu Gly Ala Ala Thr Thr Gly Glu Gly Leu 
355 360 365 

Asp Trp Gly Val Leu Phe Gly Phe Gly Pro Gly Leu Thr Val Glu Thr 
370 " 375 380 



Val Val Leu His Ser Leu Pro Thr Thr Val Ser Val Ala Asn 
385 390 395 



<210> 30 

<211> 2979 

<212> DMA 

<213> chrysanthemum 
<220> 

<221> mis cofeature 

<222> (2051) (2051) 

<223> n * any nucleotide 



<400> 30 
ttttaacgcg 


cattageetc 


actaaaggga caaaagatgg agctccccgc 


ggtggcggcc 


60 


gctctgaact 


agtggatocc 


ccgggctgca . ggaattcgat tggatgactc 


gaacagctat 


120 


ggccatgatt 


acttagtacc 


acatgtaact gagacttgca atggacaagt 


acttattatc 


160 


ctacaaccta 


acttctttgt 


tgtgtttaag tccaaaaagt tatgcgtgcg 


gccagaatCC 


240 


atcaaaatgt 


gtagcatttg 


fcttcaacaca tgccctttaa cccgtatagt 


gttatgagtt 


300 


ggtactccag 


acaatacatt 


aagagatata ttgggtatgc attgttgtgt 


atcatctccc 


360 


acacatgctc 


agttatgtca 


gtatcacaat qttcctcttc caaacacaat 


tctaattctc 


420 


cttccttctc 


atctctaatc 


tctaaagtaa acatttgacc ttcacactta 


tgaccatgca 


480 


tataettctt 


atcacgataa 


aaacatagat tcttagccct cttttaagca 


tacttttttt 


540 


tacttaatta 


ctttctaggt 


gtaggcatgg tgtttgcaaa ctgtttggtt 


accaactgag 


600 


ttgtaggcaa 


agctaaaata 


tttgaaatat tttttagtag gataagtcac 


attcctgttt 


660 


acattccaat 


tattattgta 


cttaggagta ggcaacaatg agacactttt 


tttcttaaca 


720 


actgctagcc 


tagcttcttc 


catcttagcc caacaataga catcatttaa 


actagttggt 


780 


ttaaacatgc 


taaccagcat 


aactatttcg tctttcaatc caccaatata 


caaactaata 


840 
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gcatgagatt cactcaattc caccttattc aataaaactt caaaagaatc ttggtatacc 900 

tgaacagtgc tagtttgcct gacatfcttte aattccacta taggatcttt aaagactgaa 9 SO 

tcaaaccttt tettgatatg cctttcatac atatcccgag taaaaatttc cccatgtctt 1020 

tttcataaat tgcttgtttt agttaagggc tttgtcaaac acatgcatag agacaagcct 1080 

gatcctaatg aatgaagaac attaacaaaa teafctaaaag aatcaagaac actaacataa 1140 

tcactaattg acaagaataa ccaccacctt ttcaggtaea ccagaatata ataccactat 1200 

acaattccta aggctaagta gggttggatc agttggaaaa ccccttgcct ctcaaccgag 1260 

aggtcagggg ttcgatectc actccctaca aaaggccgga ggtcctttat acctttggta 1320 

gagctggaag oagcctctct accttaggta ggggtaaggt tgtctacatc ttaacctcco 1380 

ccatacaccg gaaacggtat tgggtaccca taacctgtgg aagacggtat tgggagttac 1440 

ttttaatttt tfcttatacag ttactaaggc taagcaaagt cgtgacccaa cacgaccttg 1500 

ccacatcagc tttatctctc caatgacccg atgacgacca agttgccaca gtcggtgacc 1560 

aagttaaaaa aaaagaaaaa aaagaaagaa ataagtgtgt gtgtgtgtaa aategatcga 1620 

agaaatgacc gattgtgtgt ttacatgttg ctcaaccgat cctcgacctc gtctccacaa 1680 

tggtgtcgac cgacttfcaaa gtcggtcctt csacctcgacc gaccgatctc tttcagcccg 174 0 

ctgtgtctag cctaactaac gtgtgtaaga tttgaaaacg gaaatttaat caagaacgat 1800 

tttggataag acaaatggtg tagaatgat.c agaatttatg tttgtatggt ggttgatcga 1860 

agatcaagaa ttgacagtgt accggaaaat gtaacaagat aactgaatta taacataatg 1920 

gagttattag ttgtgatcaa atagcatgat gatgctctat tacccattga aatgtactaa 1980 

atgtaatgac ttaaccataa tccataagat tgaaagttaa cataatcaaa cacaagaatt 204 0 

actgaacaag nattgtaact cgaagtgaaa tgataattgg atttgttatt gatcaatgtg 2100 

gtttgtcaca aagacttaag agagagcaaa tcatccaaaa actgattacc aaatgaagaa 2160 

atgaaaatat ttaaagagaa ttaeaaatgg cttgaaaatc ggttatgtgg tfctgtttgaa 2220 
cttttgaagc tgtcacgtga tataaeacat aatatatctt tatctttgtg atgcaccatg 2280 
tatgatacaa ctaataagtt gtatcaatat caatttctta aaaactggat atactttttsc 2340 
ggtaacttat ttaagtccaa tgtattattt agtccctatg aaaagcgtct caatgatatt 2400 
tccccaagtc aaatgttaga ttttttattt tatttatttt .taaattcagc cataggcaaa 2460 
aatattagta agtcagctta tgcgtcccaa atataattgt tatacggctt aaatgatttg 2520 
caattactac atttttatgt aatcatatct caatcaacag aattatgaga tgtggttgta 2580 
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aaggccttct gaaaaattta 


atoaacagtt acctaatggt 


agattgatat gaaacaaaaa 


2640 


cttctggtgt atgcagctgg 


tcgatgacac tcaaatccgt 


aaccgaagtg tttaagaatt 


2700 


atcgtattca 


cagtcatatc 


ttacggttaa aactttaaac 


gaaatcgaac taaactccta 


27 60 


acagatatcg aagctcaatt 


gtgtaatgtt tttcaatggt 


ccacaacgtg gcatctanga 


2820 


ccatcgttcg 


taaaacttgg 






a v V 


actcattcac ctaatgtcta 


• r*t-A i- s» t""l~ rr r»a r»t* 1" *"»^ r*t*» 




294 0 

£ 7 Ti V 


tttcgttcac 


cgatattaaa 


nil npoa ^ ftrrr +*t*f*o^f" O a 
k^ci Vp^Lpcl u y y l» ^.^.vvwunaL' 






<210> 31 
<211> 1778 
<212> DNA 
<213> lavendula 








<4O0> 31 
ctagtataaa 


ttttttaata 


gtaggcatgc aaaatcaaga 


atctatcttq gtgatagcta 


60 


gagagctcac 


tatagcagcq 


tcaatctact ttctcafcccg 


ctactttctt tcaagaatca 


120 


tcaccaccat 


tacccacggc 


ggoagccacc gactgccgcc 


agggccgagg ggctttccga 


180 


ttgtcggtgc 


acttcctcte 


ttgggqgaca tgccacatgt 


cgccctagcc aaaatggcca 


240 


aaacttacgg 


ccccatcatc 


tacctaaaag tcggtgcatg 


gggcatggcc gtcgcgtcaa 


300 


cgcctgcctc 


cgcccgtgcg 


tttctcaa'aa ccctagacac 


caacttctct gaccgccctc 


360 


cgaatgcggg 


tgccaccata 


ttagcctaca acgcggaaga 


tatggtgttc gcccgctatg 


420 


gaccaaagtg 


gagattgcto 


agaaaactga cgaatctcca 


catgttgggg aatcatgctt 


480 


tagatgggtg 


ggcaagtgta 


aggtcctccg agttgggcta 


catgctccat gcaaggcacg 


540 


acgccacccg 


teatggcgag 


cccgtggtgc tgccagagat 


gctcatgtac gccgtgggga 


600 


atatgctcgg 


gcaggtgata 


ttaagtagac ggattttcga 


gaagaaaggg aaggaggtga 


. 660 


atgagttgaa 


agatatggtg 


gtggagctca tgacttcagc 


tggatatttc aatattggtg 


720 


atttcatecc 


atggcttgct. 


tggatggatt tgcaggggat 


agagagtggg atgaagaaat 


780 


tgcacaataa 


gttcgacaag 


ttgatcggca aaatgattga 


ggatcatttg aaatcagccc 


840 


acatacgcaa 


ggccaagccg 


gatcttcttg attgcetctt 


ggcaaatcgt gatagctcqg 


900 


atgcggagaa 


gcteacctca 


accaacgtca aggcoctttt 


actgaacttg ttcaccgcag 


960 


ggaccgacac 


gtcatcaago 


ataatagaat gggcattggc 


cgagatgatc aagaatccaa 


1020 


ccatcctaaa 


tagggcccac 


caagagatgg atagagtcgt 


tggtagaact c'gaaggttgg 


1080 
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tcgaatcgga 


catcccgaac 


ctaccctacc tacgagccat atgtaaagaa acaratcgoa 


1140 


agcatccatc 


oactccccta 


aatctgcccc gaatcgcgtc cgagccttgc gtcgt^gacg 


1200 


ggtattacat 


acctaaaaac 


acccggctca gcgttaacat atgggctatc gggagagacc 


1260 


ccgacgtgtg 


ggaaaatcct 


CttgatttCa accccgatag atttetatcg gggaagaacg 


1320 


agcggattga 


tccccgcggg 


aaccacttcg' agctcatccc gttcggggct gggcggagga 


1380 


tctgcgccgg 


ggcccggatg 


gggatggtgc ttgtggagta tattttaggc acgttggtgc 


1440 


acgctttcga 


atgggaactg 


ccggccgggg ccggggccgg cacggcggag ttgaacatgg 


1500 


accacgtgtt 


tgggctggcg 


ctgcagaaag ctgtgcctct cacggeeatg ctcactccta 


1S60 


ggctgccgtc 


acattgttat 


gctcettaat ttgtgttaca tttatacgto fccgtatttta 


1620 


tcttategaa 


ctagtttacc 


acccatgcat tttgcgttta tgttattata aattctatta 


1680 


cattattagt 


ctcgtatttt 


attttatcga actagtgtac cactcataoa ttttgtgttt 


1740 


atatatacta 


taaagatcta 


ttacattaaa aaaaaaaa 


1778 



<210> 32 

<211> 520 

<212> PRT 

<213> laventfula 

<400> 32 

Met Gin Asn Gin Glu Ser lie Phe Val lie Ala Arg Glu Leu Thr lie 
15 10 15 

Ala Ala Ser He Tyr Phe Leu lie Arg Tyr Phe Leu Ser Arg lie He 
20 25 30 

Thr Thr lie Thr His (Sly Gly Ser His Arg Leu Pro Pro Gly Pro Arg 
35 40 45 

Gly Phe Pro He Val Gly Ala Leu Pro Leu Leu Gly Asp Met Pro His 
50 55 60 

Val Ala Leu Ala Lys Met Ala Lys Thr Tyr Gly Pro lie He Tyr Leu 
65 70 75 80 

Lys Val Gly Ala Trp Gly Met Ala Val Ala Ser Thr Pro Ala Ser Ala 
85 90 95 
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Arg Ala Phe Leu Lys Thr Leu Asp Thr Asn Phe Ser Asp Arg Pro Pro 
100 105 110 



Asn Ala Gly Ala Thr lie Leu Ala Tyr Asn Ala Glu Asp Met Val, Phe 
115 120 125 



Ala Arg Tyr Gly Pro Lys Trp Arg Leu Leu Arg Lys Leu Thr Asn Leu 
130 - 135 140 



His Met Leu Gly Asn His Ala Leu Asp Gly Trp Ala Ser Val Arg Ser 
145 150 155 160 

Ser Glu Leu Gly Tyr Met Leu His Ala Arg His Asp Ala Thr Arg His 
165 170 175 

Gly Glu Pro Val Val Leu Pro Glu Met Leu Met Tyr Aia Val Gly Asn 
180 185 . 190 

Met Leu Gly Gin Val lie Leu Ser Arg Arg lie Phe Glu Lya Lys Gly 
195 200 205. 

Lys Glu Val Asn Glu Leu Lys Asp Met Val Val Glu Leu Met Thr Ser 
210 215 220 

Ala Gly Tyr Phe Asn lie Gly Asp Phe He Pro Trp Leu Ala Trp Met 
225 230 235 240 

Asp Leu Gin Gly lie Glu Ser Gly Met Lys Lys Leu His Asn Lys Phe 
245 250 255 

Asp Lys Leu lie Gly Lys Met He Glu Asp His Leu Lys Ser Ala His 
260 265 £70 

He Arg Lys Ala Lys Pro Asp Leu Leu Asp Cys Leu Leu Ala Asn Arg 
275 280 2.85 

Asp Ser Ser Asp Ala Glu Lys Leu Thr Ser Thr Asn Val Lys Ala Leu 
290 295 300 , . 

Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser Ser He He 
305 ' 310 315 320 

Glu Trp Ala Leu Ala Glu Met He Lys Asn Pro Thr He Leu Asn Arg 
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325 330 335 

Ala His Gin Glu Wet Asp Arg Val val Gly Arg Thr Arg Arg Leu Val 
340 345 350 

Glu Ser Asp He Pro Asn Leu Pro Tyr Leu Arg Ala lie Cys Lys Glu 
355 , 360 365 

Thr Tyr Arg Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg He Ala 
370 375 380 

Ser Glu Pro Cys Val Val Asp Gly Tyr Tyr He Pro Lys Asn Thr Arg 
385 390 395 40 0 

Leu Ser Val Asn He Trp Ala He Gly Arg Asp Pro Asp Val Trp Glu 
405 410 * . 415 

Asn Pro Leu Asp Phe Asn Pro Asp Arg Phe Leu Ser Gly Lys Asn Glu 
420 425 430 

Arg He Asp Pro Arg Gly Asn His Phe Glu Leu He Pro Phe Gly Ala 
435 440 445 

Gly Arg Arg . Ho Cys Ala Gly Ala Arg Met Gly Met Val Leu Val Glu 
450 455 460 

Tyr He Leu Gly Thr Leu Val His Ala Phe Glu Trp Glu Leu Pro Ala 
465 "0 475 480 

Gly Ala Gly Ala Gly Thr Ala Glu Leu Asn Met Asp His Val Phe Gly 
485 495 

Leu Ala Leu Gin Lys Ala Val Pro Leu Thr Ala Met Leu Thr Pro Aro 
S00 505 510 



Leu Pro Ser His Cys Tyr Ala Pro 
515 520 



